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Modern computing and mobile device technologies are now based on semiconductor technology with 
nanoscale components, i.e., nanoelectronics, and are used in an increasing variety of consumer, 
scientific, and space-based applications. This rise to global prevalence has been accompanied by a 
similarly precipitous rise in fabrication cost, toxicity, and technicality; and the vast majority of modern 
nanotechnology cannot be repaired in whole or in part. In combination with looming scaling limits, it is 
clear that there is a critical need for fabrication technologies that rely upon clean, inexpensive, and 
portable means; and the ideal nanoelectronics manufacturing facility would harness micro- and 
nanoscale fabrication and self-assembly techniques. 
The field of molecular electronics has promised for the past two decades to fill fundamental gaps in 
modern, silicon-based, micro- and nanoelectronics; yet molecular electronic devices, in turn, have 
suffered from problems of size, dispersion and reproducibility. In parallel, advances in DNA 
nanotechnology over the past several decades have allowed for the design and assembly of nanoscale 
architectures with single-molecule precision, and indeed have been used as a basis for heteromaterial 
scaffolds, mechanically-active delivery mechanisms, and network assembly. The field has, however, 
suffered for lack of meaningful modularity in function: few designs to date interact with their 
surroundings in more than a mechanical manner.  
As a material, DNA offers the promise of nanometer resolution, self-assembly, linear shape, and 
connectivity into branched architectures; while its biological origin offers information storage, enzyme-
compatibility and the promise of biologically-inspired fabrication through synthetic biological means. 
 
 
Recent advances in DNA chemistry have isolated and characterized an orthogonal DNA base pair using 
standard nucleobases: by bridging the gap between mismatched cytosine nucleotides, silver(I) ions can 
be selectively incorporated into the DNA helix with atomic resolution. The goal of this thesis is to explore 
how this approach to “metallize” DNA can be combined with structural DNA nanotechnology as a step 
toward creating electronically-functional DNA networks.   
This work begins with a survey of applications for such a transformative technology, including 
nanoelectronic component fabrication for low-resource and space-based applications. We then 
investigate the assembly of linear Ag+-functionalized DNA species using biochemical and structural 
analyses to gain an understanding of the kinetics, yield, morphology, and behavior of this orthogonal 
DNA base pair. After establishing a protocol for high yield assembly in the presence of varying Ag+ 
functionalization, we investigate these linear DNA species using electrical means. First a method of 
coupling orthogonal DNA to single-walled carbon nanotubes (SWCNTs) is explored for self-assembly into 
nanopatterned transistor devices. Then we carry out scanning tunneling microscope (STM) break 
junction experiments on short polycytosine, polycationic DNA duplexes and find increased molecular 
conductance of at least an order of magnitude relative to the most conductive DNA analog.  
With an understanding of linear species from both a biochemical and nanoelectronic perspective, we 
investigate the assembly of nonlinear Ag+-functionalized DNA species. Using rational design principles 
gathered from the analysis of linear species, a de novo mathematical framework for understanding 
generalized DNA networks is developed. This provides the basis for a computational model built in 
Matlab that is able to design DNA networks and nanostructures using arbitrary base parity. In this way, 
DNA nanostructures are able to be designed using the dC:Ag+:dC base pair, as well as any similar 
nucleobase or DNA-inspired system (dT:Hg2+:dT, rA:rU, G4, XNA, LNA, PNA, etc.). With this foundation, 
three general classes of DNA tiles are designed with embedded nanowire elements: single crossover 
Holliday junction (HJ) tiles, T-junction (TJ) units, and double crossover (DX) tile pairs and structures. A 
 
 
library of orthogonal chemistry DNA nanotechnology is described, and future applications to 
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Preface: Structure of this Thesis 
 
Chapter 1: Introduction: Significance of DNA nanowire and nanostructure design 
We begin with a discussion of DNA in the context of nanotechnology, synthetic biology and space 
technology. DNA is an attractive candidate for integration into nanoelectronics as a biological nanowire 
due to its linear geometry, definable base sequence, easy, inexpensive and non-toxic replication and 
self-assembling properties. DNA has been developed as a powerful building block for a diverse set of 
technologies since the early 1980s, and developments in DNA conductivity might allow for new 
applications in earth- and space-based applications. We discuss the context and implications of the Ag+ 
base pair in DNA and set the stage for experimentation on this system. 
 
Chapter 2: Biochemical Analysis of DNA Nanowires: A foundation for nanotechnology 
To use Ag+-functionalized DNA as a nanoscale building block, it was first necessary to understand the 
behavior of DNA with inherently orthogonal chemistry. To map the functionality and biostability of this 
system, we built and characterized internally-functionalized DNA nanowires through non-canonical, Ag+-
mediated base pairing in duplexes containing cytosine-cytosine mismatches. We utilize a variety of 
biochemical analyses to characterize the structure, kinetics, yield, and stability of the dC:Ag+:dC bond. 
Reaction conditions are identified that control product size and reliability, while sequence design 
constraints are explored to understand the effect of C:Ag+:C bonds on neighboring base pair assembly. 
We demonstrated continuous ion chain formation in oligonucleotides of 11-50 nucleotides (nt), and 
enzyme ligation of mixed strands up to six times that length. This construction is feasible without 
detectable silver nanocluster contaminants. We conclude that the C-Ag+-C bond forms DNA duplexes 
with replicable geometry, predictable thermodynamics, and tunable length. An optimized protocol for 
the assembly of Ag+-functionalized DNA duplexes with minimal defects is developed. Finally, functional 
gene parts for the synthesis of DNA- and RNA-based, C-Ag+-C duplexes in a cell-free system are 
xv 
 
constructed in an Escherichia coli expression plasmid and added to the open-source BioBrick Registry, 
suggesting a path toward inexpensive industrial production. 
 
Chapter 3: Finding the Spark: Electrical assay of silver(I) DNA nanowires 
Linear DNA assemblies are shown to be thermostable and free of contaminants, and in this chapter we 
explore the interface of these linear species with nanoscale nanoelectronic arrays. First we discuss the 
diverse history of DNA conductivity and the current state-of-the-art. We then build on previous studies 
to link orthogonal DNA duplexes to single-walled carbon nanotubes (SWCNTs). The production of 
nanoscale heterostructures is carried out at high yield and assayed via atomic force microscopy (AFM). 
This chemical coupling is designed for integration into nanoscale transistors. The design, construction 
and assay of SWCNT field-effect transistors is outlined, and charge transport is measured across SWCNT 
bundles. Finally, molecular conductance in polycytosine, Ag+-functionalized DNA nanowires is measured 
using a scanning tunneling microscope (STM) break junction technique. It is found that 11 bp duplexes 
composed of dC:Ag+:dC bonds are at least an order of magnitude higher than the most conductive 
Watson-Crick (WC) duplex of similar length; and our results are compared to studies in the literature on 
short duplexes with similar baseline conductance values. We conclude that the dC:Ag+:dC bond confers 
increased molecular conductance on DNA, rendering metal paired duplexes and heterostructures a 
functional nanomaterial for electronic architectures.  
 
Chapter 4: DNA by Design: De novo computational framework for DNA sequence design and 
nanotechnology 
Chemical analysis of metalized DNA made it quite clear that traditional models of DNA thermodynamics 
are insufficient to predict and control the self-assembly of orthogonally-paired nucleotides. The ability 
to add or remove environmental parity between nucleobases alters the fundamental language of 
xvi 
 
dogmatic DNA assembly. This change in behavior necessitates an accompanying shift in computational 
design. We begin by exploring the state-of-the-art in DNA modeling, and include both sequence analysis 
and sequence design practices. We then start from first principles and establish a mathematical basis for 
heterostructure and ‘nmer’ analysis in connected DNA networks that operates without assumptions 
about nucleobase parity. A generalized search algorithm is then constructed in Matlab and implemented 
using evolutionary techniques. We then discuss DNA nanostructure design criteria, operation efficiency 
in differentially-connected networks, and the application of computationally-aided sequence design for 
nanotechnological applications. In sum, we present a novel computational tool for geometry-informed 
optimization of DNA networks. This tool is meant to enable design of both linear (duplexed, hairpin or 
otherwise) and nonlinear polynucleotide assemblies with inherent modularity for parity, metalation, or 
more exotic nucleotide substitutions that may arise from advances in synthetic biology, nanomaterials 
and nanomedicine. 
 
Chapter 5: Silver(I) nanotechnology: DNA nanostructures with Ag+-mediated, conductive base pairing for 
self-assembling electronic arrays 
The ability to incorporate metal ions into DNA without chemical modification, nucleobase substitution, 
or significant perturbation to the B-form helix was a significant impetus for the development of 
orthogonal DNA nanotechnology that takes advantage of the electrical and chemical advantages of 
these ionic components. First we review the history and design of structural DNA nanotechnology to 
date, and suggest avenues of modification for Ag+ (and other orthogonal element) incorporation. We 
then present three broad classes of DNA tiles; we design and build increasingly exotic Ag+- and other 
heterostructure-functionalized prototypes; and we compare them to their historical, Watson Crick 
analogs. Single-crossover Holliday junction (HJ) tiles are fractured and reconnected with orthogonal 
components, while other designs involve the fusion of strand oligos into a secondary layer for stacked 
xvii 
 
nanowire assembly. With these HJ lattices, the assembly of guanine tetraplexes into DNA 
nanostructures is observed for the first time. Sticky end / kissing loop coordinating T-junction (TJ) tiles 
are designed into windowed lattices and rings with Ag+-functionalized connections, and flat sheets are 
attained larger than ten microns in size. Finally, double crossover (DX) units are designed with current 
and former members of the Seeman Group at NYU, and we demonstrate computationally-optimized 
DNA nanostructures of novel rotational and chemical behavior over long range. In sum, we present a 
library of DNA nanostructures based on a variety of tile sizes and integration schemes to serve as a 
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1.1. Mesoscale technologies for Earth- and space-based applications 
 
The origin of nanotechnology as a field of study is often attributed to Richard Feynman’s 1959 talk at 
Caltech entitled There’s Plenty of Room at the Bottom, where he first described the ‘inversion’ of the 
electron microscope, an attention to biological systems, and the ordering of single atoms for use in 
future technologies.1 Since Feynman’s talk, various advances introduced seminal changes in the 
understanding of matter at the mesoscale, such as the development of the scanning tunneling 
microscope (STM) in 1979,2 and the subsequent invention of the atomic force microscope (AFM) in 
1982;3 but the tandem development of pattern transfer technologies key to nanolithography, paired 
with the ever-increasing market forces for semiconductor device fabrication, have generated some of 
the most ordered systems in the known universe. In this way, nanoelectronics has become a 
transformative technology for both industrial and personal computing applications, yet the limitations of 
traditional manufacturing methods make current prototypes expensive and difficult to mass produce.4 
Nanoelectronics—and, by extension, nanowires—produced by common lithographic techniques suffer 
from high resource cost, population heterogeneity, lack of structural precision, and difficulty of 
construction.5-11 Furthermore, and most fundamentally, the design of ever denser arrays of circuit 
components require full nanofabrication technology overhaul on a regular basis: by design, 
nanoelectronics and the machines that build them are obsolete almost as soon as they reach the 
market. Consequently, conventional nanowire synthesis often requires prohibitively complex and 
expensive manufacturing infrastructure.  
Beyond consumer electronics, there are myriad applications for nanoelectronics that require repair, 
fabrication and even design without the luxury of traditional, state-of-the-art manufacturing complexes. 
Space technology applications in particular would be vastly improved with in situ electronics 
manipulation. In its latest call for advanced space technologies, the National Aeronautics and Space 
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Administration (NASA) dedicates an entire chapter to nanotechnology and electronic systems (TA10-
Nanotechnology12), and has called for the miniaturization of nanoelectronic system features to less than 
10 nm by 2025. The secondary goal of this call was for the liberation of nanoscale technologies from the 
overwhelmingly macroscale fabrication toolkit employed in the manufacture of modern devices. At 
greater than $10,000 per pound of upmass, the prospect of traditional nanofabrication in low-Earth 
orbit or long-range missions is impractical, if not impossible. Furthermore, there exists to date no 
reliable technology to fabricate sub-5 nm features at high volume; nor is there a manufacturing process 
to produce nanoelectronic features of any size with pitch (spacing) below 25 nm, though plans for future 
semiconducting device technology development exist.13 In the scope of space technology, such 
technologies will be unreliable and require exorbitantly heavy machinery to produce and maintain. As a 
result, unanticipated failures or altered device demands encountered during a mission would be 
unaddressable, offsetting the impact of current and proposed nanoscale systems.  
This paradigmatic limitation has been a driving motivation for the development of throwaway, short 
term satellites powered by mobile phone technologies. These “cubesats” are built small, are relatively 
disposable, and maintained only within the operational lifetimes of the smart devices contained inside 
them. Anecdotally, the Rothschild lab has experienced extended delays in satellite launch: despite a 
resounding call for novel miniaturization and synthetic biological technologies, these missions are 
subject to postponement, technical failure, and change in mission scope as a result of satellite hardware, 
upmass regulation and flight windows. Though the Rothschild lab at NASA’s Ames Research Center has 
experienced recent success in payload launch in sister projects to this one, it remains an iron rule that all 
non-personnel technologies are subject to—and designed around—failure. The ability to manufacture, 
repair or redesign nanosystems outside the confines of a gravity well would represent a significant 
lexical shift in space technology capabilities, leaving aside the benefits to consumer electronics. In 
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keeping with this philosophy, NASA invested a full training grant in the present study for the 
development of orthogonal, synthetic-biology-based nanoelectronics technologies.  
1.2. DNA as a building block 
 
In light of miniaturization, upmass, and technology-development obstacles, the use of DNA as an 
alternative nanowire appears very attractive; with its linear configuration, alterable binding sites and 
sequence-defined geometry, the structure of DNA can be reliably controlled and replicated at low 
relative cost with error rates approaching ~10-6,14 and can be dynamically manipulated in multiple ways, 
including through chemical linkers,15-17 fluorescent markers,18,19 ligand-protein,20,21 and 
nanoparticle/nanotube attachment.22-24 Careful sequence design in self-pairing oligos can even produce 
stranger structures such as self-cleaving hammerhead ribozymes25 and viral pseudoknots.26,27 In 
laboratories, investigators have been able to stabilize several structural variants such as left-handed 
helicies (Z-form DNA),28 low-pH cytosine tetraplexes (i-motif),29 and nonhelical arrays of guanine 
tetraplexes (G4).30,31 The affinity of oligonucleotides for hydrogen-bond-driven heterostructures has led 
to the development of small molecule detection with molecule-specific oligonucleotides called 
aptamers, 32-35 leading to a variety of fluorescence-driven and redox-powered applications in sensing 
and antigen capture.36,37  
In particular, DNA has been used as a structural polymer for organizing complex crystals, or 
nanostructures, by design since the 1980s.38 Small molecules have been folded together to make larger 
assemblies, while conversely large packets of DNA have been folded down to form precisely-shaped, 
origami-like features.39-42 A variety of medical technologies have been explored for these constructs, 
predominantly covering static or mechanically-active drug delivery to exploit the preferential shuttling 
of large biopolymers into oncogenic areas of the body.43,44 For the most part, these nanostructures exist 
as mechanical or templating objects, contributing to their environments as inert structural assemblies. 
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Recent work has suggested a means for assembling DNA heterostructures using crystallographic 
assemblies of semiconductors inside DNA cages, but a reliable technology has yet to emerge.45 
While other naturally-conducting biological nanowires and hybrids have been developed, including 
bacterial pili, coated nanoparticles, metalated protein filaments,46-51 double-stranded DNA (dsDNA) 
remains at least an order of magnitude smaller at a diameter of 2 nm—a size scale appropriate for 
future semiconductor device integration at sub-10 nm production nodes.13,52 Relative to inorganic 
nanowire production, the annealing temperatures of DNA are significantly lower, the reagents to 
construct them far less toxic, and the technical requirements greatly reduced. As in any biosynthetic 
system, there is the potential for rapid, cheap, and environmentally-safe mass production from cellular 
components that can be easily tuned for different purposes. Furthermore, this system does not require 
the heavy infrastructure utilized for inorganic production, and thus it has the potential for distributed 
manufacturing in low-resource environments, including in space, the moon or Mars.  
1.3. Metallo-DNA: electrical potential in DNA 
 
Despite these advantages, native DNA has yet to demonstrate robust functionality as a molecular wire. 
Measurements of DNA conductivity have shown behavior ranging from insulating53,54 to induced-
superconducting.55 This disparity in behavior is likely due to technical difficulties in performing electrical 
measurements on individual molecules.53,56-62 Still, efforts to enhance the conductivity of DNA are 
ongoing through various metalization schemes, including the non-specific exchange of imino protons for 
metal ions;63 gold,64,65 palladium,66 and cobalt67 nanocluster attachment using azide-alkyne interactions 
or reduction-based schemes; nanoparticle-catalyzed formation of E-DNA (eccentric DNA) in GC-
dominated duplexes;68 nanosphere assembly from polycytosine i-motif oligomers;69 and site-specific 
thiol functionalization in rolling circle amplification,70 and DNA origami.22,71,72 Modification of natural 
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DNA with site-specificity has been sparse, and it ultimately began with the chemical study of ionic 
interactions with a subset of nucleotides. 
Metal-nucleobase interactions have been studied since the 1960s when an affinity was discovered 
between the mercury cation (Hg2+) and thymine-enriched DNA polynucleotides,73 but several decades 
passed before the notion of introducing a metal ion directly into a DNA duplex was first described in 
detail by Tanaka and coworkers in 2002.74 This was 
followed by work that demonstrated the replacement 
of Watson-Crick G-C base pairs with mismatched 
cytosine pairs capable of forming a coordinating bond 
with Ag+.75,76 Due to the smaller size of pyrimidines 
bases relative to their purine cognates, the mispairing 
of two cytosines introduces a gap in the helical 
structure which selectively incorporates Ag+ (Figure 
1.1) in a reaction energetically driven by the 
dehydration of the cation. 77,78 Consequently, the 
introduction of cytosine-mismatch repeats into 
oligonucleotide sequences allows functionalization of the helical core with a chain of single metal ions 
that is surrounded by π-stacking nucleobase rings and stabilized by the sugar-phosphate backbone. 
Recent studies suggest that in ion-coordinating pyrimidine systems, a metallophilic bond between 
axially-adjacent cations may cause a compression in the inter-pair bond length of B-form DNA from 3.4 Å 
to 3.3 Å (Figure 1.2).79,80 This potential attraction in the Ag+ system suggests an interaction between the 
valences of the two ions and an open pathway for electron mobility. Long coordinating ion chains in 
both linear duplexes and ring-like species have been developed with great promise by several groups for 
their attractiveness as a nanowire.81-84 
Figure 1.1. Structure of the C-C mismatch 
predicted from NMR studies:57 A) unbound with 
gap; B) bound to Ag+ at N3 position to form the 




Figure 1.2: Bond and ion coordination chain. A) The C:Ag+:C base pair coordinates a silver ion between 
opposing nitrogen atoms (N3 ring position). B) Homobase oligomers exhibit stacking of coordinated 
rings; while stacked ion-pairs are expected to exhibit metallophilic compression through interactions 
between the ions, which suggests a novel conduction pathway. 
The ionic radius of elemental silver matches the hole size both between radially-opposing cytosines and 
axially-separated base pairs at 172 pm. The specificity of CC mismatches for Ag+ uptake is likely driven by 
this Van der Waals interaction distance, which is also repeated in bulk silver crystals. Other metals may 
be able to bind single cytosine-cytosine pairs in solution, but the b-form helix may be perturbed by 
inappropriately-sized metals. Platinum, with an ionic radius of 175 pm, may be well suited to CC mispair 
binding; whereas cadmium (158 pm) may be a suitable substitute for mercury (155 pm) in TT 
mismatches. Other metal-nucleobase interactions have been described, including a salicylic aldehyde 
copper pair (dS–Cu2+–dS) mediated by a covalent ethylene diamine bridge;85 dC–Ag+–dT, 5-
methylisocytosine (m5iC)–Ag+–dT, m5iC–Ag+–dC, and dC–Hg2+–dT base pairs with variable stability;76,86 
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and thiopyrimidine–thiopyrimidine pairs binding two Ag+ ions per mismatch;87. Within the dC–Ag+–dC 
system, other studies have demonstrated parallel orientations of dC–Ag+–dC-containing oligomers76 and 
the assembly of large, self-assembling ring species 69,84 based on i-motif or silver-paired components. 
Metal-mediated base pairing is a dynamic platform for noncanonical helical assemblies, and future 
studies may identify XNA:M+:XNA base pairs,88,89 hachimoji (eight-letter) metal assemblies,90 or other 
exotic binding schemes. 
Given the great potential of Ag+-functionalized polynucleotides in both biological and nanoscale devices, 
we propose a viable route to fabricating stable DNA nanowires for nanoelectronic applications in cell-
free and synthetic biological systems. To this end, this thesis has two fundamental objectives: the 
integration of orthogonal, conductive, nucleobase chemistry into the DNA nanotechnology lexicon; and 
furthermore, the development of computational tools to predict and inform the behavior of modified-
parity, nucleic acid nanostructures. To do this, we assay first linear DNA constructs based on orthogonal 
chemistry in both chemical and electrical probe settings. Then we develop computational tools for the 
design and prediction of behavior in nonlinear assemblies based on the findings in linear species. Finally, 
we explore the new language of design for orthogonal DNA tiles and nanostructures; and we comment 





Biochemical Analysis of DNA Nanowires:  
A foundation for nanotechnology 
 
“I am, as I said, inspired by the biological phenomena in which chemical forces are used in repetitious 
fashion to produce all kinds of weird effects (one of which is the author).” 














2.1. Chemical analysis: a framework 
DNA has attracted attention as a potential electronic material due to its linear geometry, definable base 
sequence, easy, inexpensive and non-toxic replication via biological processes and self-assembling 
properties. To assess its appropriateness for technology integration, it was critical to begin with 
chemical and thermodynamic studies. The approach in this work has been to create conductive DNA 
nanowires by incorporating metal ions (specifically Ag+) into the double helix. For this to work, we 
needed to determine the following: 1) whether Ag+ integration into DNA could be performed reliably; 2) 
what factors would promote reliable integration into DNA; 3) what effect this integration would have on 
the overall stability and behavior of the modified helix; and 4) whether these nanowire candidates could 
be subsequently integrated into biological processes.  
To this effect, a battery of chemical tests and characterizations was employed comparing dsDNA of 
canonical and orthogonal (dC:Ag+:dC-pairing) base chemistry. A variety of sequence designs, buffers, and 
reaction stoichiometries were employed, and the products were tested isothermally, at high 
temperature, and in the presence of enzymes, varying pH, mixed counterion species, and various 
staining dyes. By the end, a picture of a new DNA system emerged with specific and oft-changing 
reaction requirements, superior aqueous stability, potential for bio-integration, and a need for more 
study, new math, and new applications. What began with “does this work” became “how to make it 
work,” and ultimately “what else can we make work.” In sum, chemical analysis was the foundation for 
more complex designs, computational modeling, and a great deal of future study. 
To map the functionality and biostability of this system, we built and characterized internally-
functionalized DNA nanowires through non-canonical, Ag+-mediated base pairing in duplexes containing 
cytosine-cytosine mismatches. We assessed the thermal and chemical stability of ion-coordinated 
duplexes in aqueous solutions by ultraviolet-visible spectrophotometry (UV-Vis), polyacrylamide gel 
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electrophoresis (PAGE), nuclear magnetic resonance spectroscopy (NMR) and zero mode waveguide 
(ZMW); and we conclude that the C-Ag+-C bond forms DNA duplexes with replicable geometry, 
predictable thermodynamics, and tunable length. We demonstrate continuous ion chain formation in 
oligonucleotides of 11-50 nucleotides (nt), and enzyme ligation of mixed strands up to six times that 
length. This construction is feasible without detectable silver nanocluster contaminants.  
Building on enzyme compatibility, functional gene parts for the synthesis of DNA- and RNA-based, C-Ag+-
C duplexes in a cell-free system are constructed in an Escherichia coli expression plasmid and added to 
the open-source BioBrick Registry, paving the way to realizing the promise of inexpensive industrial 
production. With appropriate design constraints, this conductive variant of DNA demonstrates promise 
for use in synthetic biological constructs as a dynamic nucleic acid component and contributes 
molecular electronic functionality to DNA that is not already found in nature. We propose a viable route 
to fabricating stable DNA nanowires in cell-free and synthetic biological systems for the production of 
self-assembling nanoelectronic architectures. 
2.2. Characterization of Ag+ intercalation 
The following tests utilize a variety of DNA oligomers with a variety of modifications. Sequences were 
chosen to illustrate various ion incorporation motifs or distributions, and the final oligo sequences were 
prepared by hand or using sequence design algorithms (see Chapter 4, below). They were uniformly 
annealed using a standard protocol (detailed below), unless otherwise indicated. Some reactions, 
explicitly noted in their experimental setup, were annealed at different temperatures or in different 
buffers. All unmodified and fluorescently-labeled DNA oligonucleotides were synthesized by Elim 
Biopharmaceuticals (Hayward, CA, USA) and Integrated DNA Technologies (Coralville, IA, USA), 
respectively (Table 2.1). Strand alignment and ion intercalation sites are shown diagrammatically in 
Figure 2.1. Oligonucleotides were suspended at 100 μM in deionized water as a working solution.  
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Table 2.1. Oligonucleotide sequences used for chemical analysis 
C11. 11 nt polycytosine 
Template 5'-CCCCCCCCCCC-3' 
C20. 20 nt polycytosine 
Template 5'-CCCCCCCCCCCCCCCCCCCC-3' 
C30. 30 nt polycytosine 
Template 5'-CCCCCCCCCCCCCCCCCCCCCCCCCCCC-3' 
T30. 30 nt polythymine 
Template 5'-TTTTTTTTTTTTTTTTTTTTTTTTTTTTTT-3' 










Oligo C. 25bp1CC duplex palindrome 
Template 5'-TATTAAATAAAACTTTTATTTAATA-3' 











Figure 2.1. Rendering of the oligonucleotides in this chapter (see Table 2.1 and supplementary figures in 
2019 manuscript91). Bases are color coded: guanine (blue), cytosine (yellow), adenine (green), thymine 
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(red). Polycytosine structures include the aligned annealing structure as well as a multiple-strand, non-
unitary duplex. Models were implemented in Matlab (Mathworks, Natick, MA, USA). 
Oligonucleotides were annealed at final concentrations of 2 μM in 10 mM MOPS (C7H15NO4S) [pH 7.2] 
and 100 mM NaNO3 with various concentrations of AgNO3 specified in the text for no more than 5 min at 
95 °C, followed by cooling to 25 ⁰C, and subsequently  4 °C, over 2 hr.92 
2.2.1. Analysis by molecular weight: reaction kinetics, sequence design and enzyme compatibility 
A set of parallel experiments was employed to analyze the reaction stoichiometry, Ag+ and CC 
dependence, and enzyme compatibility of silver(I) DNA nanowires. This was done through titration of 
Ag+ into a highly-mismatched sequence (Oligo A, Figure 2.1), as well as into molar excess with a long 
polycytosine (C30). Annealing of this reaction in ionic excess was compared to polythymine (T30) at 
various temperatures. Finally, mixed-sequence Oligo B was annealed with Ag+ and subjected to 
enzymatic end-ligation in order to assess whether changes in DNA binding chemistry inhibit the overall 
compatibility of these nanowires with other biological processes. 
a. Methods of phosphorylation, enzymatic ligation and electrophoresis 
To perform enzymatic ds-ligation, DNA oligomers were first phosphorylated to allow efficient coupling. 
For 3’ phosphorylation, 5 μL each of 2 μM template and complement strands for Oligo D were annealed 
with a saturating amount of Ag+ and mixed with 3 μL of MilliQ-purified water, 1 μL (10 U) of T4 
phosphonucleokinase (PNK) (Life Technologies, Carlsbad, CA, USA, Cat. #EK0031), and 1 μL (1 unit) of 
10X T4 DNA Ligase Buffer (New England Biolabs, Ipswitch, MA, USA) and incubated for 60 min at 37 °C. 
End-ligation was achieved by subsequently adding 1 μL of T4 DNA Ligase (New England Biolabs) and 
incubating for 2 hr at 25 °C. Nondenaturing PAGE gels were prepared via standard techniques.93 Staining 
was performed either using SYBR Gold (Life Technologies), silver stain kit (Thermo Fisher), toluidine blue 
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(Thermo Fisher), or strand functionalization with FAM fluorophores (Elim Biopharamceuticals); and gels 
were visualized on a Typhoon Trio gel scanner (Amersham Biosciences, Amersham, UK).  
b. Results: characterization of Ag+ intercalation into DNA duplexes 
Thermal annealing of cytosine-mismatched DNA duplexes from cytosine-enriched DNA oligomers 
subjected to varying salt conditions was readily visualized by mass distribution using polyacrylamide gel 
electrophoresis (PAGE)(Figure 2.2). Using two complementary 32 bp ssDNA sequences with ten cytosine 
mismatch points (Oligo A) as a model, we found that strand annealing is directly proportional to the 
concentration of Ag+ ions in the reaction (Figure 2.2A). The sequence of Oligo A was designed with a 
(CCN)x pattern (where N is any canonically-pairing DNA nucleotide) to produce a duplex with a repeating 
motif of two C-Ag+-C pairs followed by one Watson-Crick standard pair; thus, the duplex is tailored to 
accommodate exactly 10 Ag+ ions (1 Ag+ ion per CC mismatch [Figure 2.1]). Nine Watson-Crick terminal 
pairs on each end served as a clamp to force alignment of the central mismatch motif. Oligo A duplexes 
were first observed at a Ag+:CC molar ratio of 0.75, and a solid duplex with a fixed molecular weight is 
seen at molar unity (Figure 2.2A). Apparent band shift from 0.05 to 0.75 Ag+ occupancy is likely a gel 
artifact and is also observed in the tilt of the 10 bp ladder band at that position. Similar band shifts from 





Figure 2.2: Polyacrylamide gels showing formation of nanowires of tunable lengths. A) Equimolar 
dependence of Ag+ and mismatches is shown in end-clamped, fixed-annealing-frame, mismatched Oligo 
A. B) Polycytosines are generally ill-behaved; here ion excess promotes formation of sticky end regions 
and long-chain polymerization into high-MW regions for C30. C) Ten-fold ion excess produces multimeric 
polymerization in FAM-labeled C30 at low temperatures of 25 °C, 40 °C and 60 °C, while FAM-labeled 
T30 controls show no such effect. D) Successful phosphorylation and end-ligation of 50-bp Oligo B is 
exhibited of up to 300 bp. Uncropped gels for this figure can be found in the supplemental information 
for the larger manuscript.91 
When a similar analysis of molar ratio annealing was performed on the C30 oligonucleotide, a 30-nt 
polycytosine DNA sequence, a markedly different result is achieved. Unlike Oligo A, which featured 9 bp 
Watson-Crick “clamps” at both ends, C30 lacks a defined pairing frame and may anneal in a range of 
thermodynamically-promiscuous configurations (Figure 2.1). As a result, instead of producing a unitary 
duplex, C30 strands interlock into chains whereby overhanging nucleotides from one duplex can pair 
with the overhangs from another. The size of these chains increases with the Ag+ ion concentration 
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(Figure 2.2B). In these experiments, annealing is not observed until AgNO3 is added to a 10:1 Ag+:CC 
ratio, producing an ill-defined, multi-band streak representing a distribution of chained C30 strands. An 
even higher molecular weight streak is apparent at a 100:1 Ag+:CC ratio, suggesting that C30 chain 
interlocking is driven by Ag+ ion availability. This effect was also reproduced in longer polycytosines 
(data not shown). Multimeric polycytosine streaking can be achieved preferentially with excess 
environmental Ag+, even at temperatures far below 100 °C, if given sufficient reaction time (Figure 2.2C). 
Though the single-stranded bands are more prominent than those produced by high-temperature 
conditions in Figure 2.2B, streaking into arbitrarily high molecular weight regions of the gel can be 
observed even when annealed at room temperature for times over 48 h. 
2.2.2. NMR  
To confirm that the bond geometry in the nanowires matched those observed in dC-Ag+-dC pairing by 
other groups,77,94 a collaboration was carried out with Dr. Mark C. Capece at the Stanford University 
Magnetic Resonance Laboratory. To remain consistent with previous studies demonstrating the 
effectiveness of 2D nuclear magnetic resonance spectroscopy (NMR) at observing the secondary effects 
of spin-neutral Ag+ intercalation, a model palindromic sequence was annealed and analyzed. In this 
manner, our collaborators were able to confirm that Ag+-intercalation occurs at the N3 ring position on 
opposing cytosines. Further analysis was done to assess the strength of that bond in the presence of 
precipitating agents.  
a. Methods of NMR 
Palindromic 25 nt sequence, Oligo C, was selected for its single cytosine nucleotide and absence of 
confounding guanines. To closely examine the energy of ring hydrogens without signal contamination, 
standard annealing reactions were carried out in 99.99% D2O with 10 mM K3PO4 and 75 mM NaNO3—
none of which contain elemental hydrogen. In doing so, the coupling energy between H5-H6 atoms 
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become the most prolific 1H-1H coupling in the environment, allowing for accurate correlation 
spectroscopy (COSY) NMR. Data acquisition and analysis was carried out by collaborators using a 600 
MHz Varian UNITY INOVA spectrometer (Agilent Technologies, Santa Clara, CA, USA) and 5 mm 1H{13C, 
15N} Z-PFG conventional probe at 25 °C. The covalent binding of Ag+ to the cytosine ring creates an 
observable shift in hydrogen coupling energy that can be observed and analyzed. Oligo C was subjected 
to COSY NMR prior to Ag+ intercalation, after reannealing with Ag+, and finally after precipitation of 
solvent-accessible Ag+ as AgCl with the addition of 100 mM NaCl and threefold buffer exchange.  
b. Results of structural analysis 
Following the observations of Torigoe and colleagues,77 the COSY spectrum for 3JHH coupling of cytosine 
ring H5 and H6 was analyzed in the range of 5.60 ppm and 7.50 ppm, respectively. Palindromic Oligo C 
allows the data to collapse into a single observable peak, which is expected to shift upon disruption by 
an electron-rich neighbor like Ag+. When annealed in the absence of Ag+, a single peak is observed 
(black, Figure 2.3A) in the expected region. Addition of Ag+ in annealing shifts this peak upwards in the 
manner observed by previous studies (red peak). This suggests direct perturbation of ring coupling 
energies and the binding of Ag+ by cytosine ring N3. Precipitation and buffer exchange do not cause 
reversion of the field shift, indicating that helical sterics or bond strength render the dC:Ag+:dC-
participating ion solvent inaccessible. By contrast, 3JHH-coupled hydrogens in the phosphate backbone 
are shifted and then reverted after dialysis, suggesting that casual counterion stabilization by Ag+ is both 




Figure 2.3: COSY NMR spectra of Oligo C duplexes in varying ionic environments: without Ag+ (black), 
with Ag+ (red), and after removal of solvent-accessible Ag+ as AgCl post-annealing (blue). A) Spectra in 
the range of the 3JHH-coupled H5-H6 crosspeak show a baseline black peak in the expected range that is 
perturbed by Ag+ intercalation into the cytosine ring at the N3 position. Subsequent Ag+ precipitation 
and buffer exchange produced a (blue) peak in the same place as the Ag+ anneal, suggesting that the 
ring structure was not perturbed by precipitation. B) By contrast, other coupled hydrogens in the 
phosphosugar backbone shift upon Ag+ addition, suggesting counterionic stabilization, but are for the 
most part collapsed to their original positions upon buffer exchange. This suggests that solvent-
accessible, backbone-bound Ag+ is less thermostable than ring-intercalated ions.  
2.2.3. Single-molecule FRET via zero-mode waveguide (ZMW) 
Single molecule kinetics can be used to understand folding times and Ag+-dependencies in DNA 
nanowires. Here we collaborated with Dr. Capece of the Stanford Magnetic Resonance Lab to capture 
the real-time dynamics of single molecule fluorescence using a zero-mode waveguide.  
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a. Methods of FRET and ZMW 
Förster resonance energy transfer (FRET) between Cy3 and Cy5 was measured on DNA oligo Hairpin A. 
Designed with 9 CC mismatches and an otherwise C-G-depleted structure, the oligo forms a hairpin 
through its gTATGc tetraloop in the presence of Ag+ only. While studies have shown that gold-sulfide-
immobilized DNA oligomers form temporary pseudocoils,95 the strong Ag+-dependent FRET due to 
helical alignment should occur only after the addition of intercalating ions, and should be a much 
stronger, specific interaction between the fluors.  
The zero-mode waveguide employed in this experiment was a converted DNA sequencer used for 
fluorescence analysis in DNA duplex formation96 and translation kinetics97 for single-molecule studies. 
Neutravidin-coated ZMW chips with 150,000 wells are bound with 25 μM biotinylated Hairpin A in assay 
buffer (10 mM Tris [pH 8.25], 2.5 mM 3,4-dihydroxybenzoic acid, 250 nM protocatechuate 
dioxygenase,98 and 2.5 mM TSY triplet-state quencher solution [Pacific Biosciences, Menlo Park, CA, 
USA]). It is estimated that only 13% of wells have a bound oligomer, in this way preferentially promoting 
single-molecule occupancy. Either 1 mM NaNO3 or AgNO3 in the assay buffer was mechanically delivered 
to the sample chip while the sample was illuminated by only the green (532 nm) laser at a power of 0.48 
μW/μm2. Emission measurements for both Cy3 and Cy5 fluorophores were recorded for each waveguide 
at 100 ms intervals for a total observation period of 10 min. The detection of Cy5 emission indicated 
that energy was transferred from excited Cy3 to ground state Cy5 through the process of FRET. 
Data were filtered down to 200 representative traces in which FRET was recorded after the start of the  
experiment, either with the infusion of control or Ag+ buffer. Fit of the data to either single or double 




b. Results of SM kinetics 
Hairpin A was assayed via ZMW for FRET with either infusion of NaNO3 or AgNO3. In control 
experiments, two broad and non-specific Cy3 quenching efficiencies were observed (Figure 2.4A), with 
low (0.227±0.119) and medium (0.587±0.173) FRET efficiencies that were, by and large, independent of 
buffer infusion, suggesting that a pseudocoil or random conformation is formed by the oligo. These wide 
Gaussian peaks suggest structural heterogeneity in the conformations, indicating lack of strong duplex 
formation. When silver ions are mechanically infused, one low-FRET Gaussian at 0.457±0.234 and one 
high-FRET Gaussian at 0.738±0.049 is recorded (Figure 2.4B). The high-FRET state has a much greater 
density, and is only observed to form from the ground state—no high-FRET is observed in which a 
medium-FRET molecule upconverts to high-FRET. This indicates that the complexity of Ag+-intercalation 
via duplex formation requires the full unfolding of a pseudocoil prior to subsequent hairpin formation. 
This matches the expectation that Ag+ is bound in a two-stage reaction, adhering to one cytosine before 




Figure 2.4. A) Histogram of FRET intensity values for the NaNO3 control of Hairpin A fit to a sum of two 
Gaussian functions centered at 0.227 and 0.587 intensities. B) Histogram of FRET intensities for the 
AgNO3 delivery to Hairpin A with a double-Gaussian fit of peaks 0.457 and 0.738. C) Extraction of the 
FRET delay parameter (time until FRET) for only the AgNO3-delivered high FRET traces. The folding rate 
for the Ag-dependent structure is approximated from the exponential fit to be 0.065 s-1. 
An exponential fit of high-FRET molecules is performed, and the folding rate is determined to be 
6.5±0.7×10-2 s-1 for Ag+-dependent hairpin formation. Returning to the raw data and isolating the 
medium-FRET state, a folding rate of approximately 15 s-1 for Ag+-independent pseudocoils is obtained, 
which is typical for conformational rearrangement of DNA molecules.99 These result underscore a 
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relatively slow, strong bond formation between opposing mismatched cytosines in an Ag+-dependent 
reaction, with significant and specific alignment of helical fluorophores in designed conformations. 
2.3. Stability of Ag+ intercalation 
In tandem with kinetic and stoichiometric analysis of the C-Ag+-C bond formation, tests were performed 
to investigate the thermostability and purity of the DNA nanowire product. UV spectrophotometry was 
combined with thermal denaturation to assess the strength and reversibility of binding in different 
sequence and buffer conditions, while a full UV-Vis spectrum was investigated under various conditions 
to understand the purity and tendency (or lack thereof) to reduce Ag+ into silver nanocluster 
contaminants.  
2.3.1. Thermal denaturation and UV-Vis 
In keeping with previous thermodynamics studies, UV spectrophotometry combined with temperature 
ramping was employed to analyze duplex stability.94,100 This technique was employed to assess three 
different reaction conditions: Ag+ availability; C:C mismatch availability over increasing sequence length; 
and Cl--dependent Ag+ precipitation.  
a. Methods of thermal denaturation 
An annealed volume of 20 μL of 2 μM double-stranded DNA oligonucleotides was diluted into 1 mL 
MOPS buffer in a crystal cuvette on a Perkin-Elmer Lambda 950 UV spectrophotometer (PerkinElmer, 
Inc., Shelton, CT, USA) with Peltier temperature control. Absorbance relative to the MOPS buffer blank 
was measured at 280 nm. Measurements were carried out using a D2 lamp with 2-nm spectral 
bandwidth and 1-cm path length. Readings were collected across a temperature range of 25-100 oC with 
60-s pauses at each temperature point to achieve thermal equilibrium. Five measurements in 1-s 
intervals were recorded at each point and averaged. Melt curves were constructed in GraphPad Prism 
(Origin Labs, Northampton, MA, USA); and the melting temperatures were extracted from a generalized 
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Hill equation, or five-parameter logistic (5PL) regressions. Equation 1 describes the normalized 
absorbance (Y) as a function of temperature (independent variable T), which was fit using the 
absorbance extremes (Ymin and Ymax), the Hill slope (fit parameter H), the temperature at half-maximum 
absorbance (melting temperature Tm), and an asymmetry coefficient (fit parameter S) to account for 
clipping of the curves near 100 oC. Equation 2 is provided to simplify the exponent in the final expression 
for Y(T). Control samples without injection of Ag+ were normalized, in identical buffer and concentration, 
to the absorbance start point (fit parameter Ymin) of the Ag+ experimental condition, such that the 
relative change was correlated to that of the experimental sample. This analysis yields a relative change 
of 0.1% in the ion-free control, with an F-value of non-zero fit of 0.0108. 
𝑌(𝑇) =  (𝑌𝑚𝑎𝑥 − 𝑌𝑚𝑖𝑛)/(1 + 10
𝐻(𝑍−𝑇))𝑆     (1)  
𝑍 =  𝑇𝑚 +
1
𝐻
log (21/𝑆 − 1)     (2) 
 
b. Results of thermal denaturation 
Results of thermal melts can be seen in Figure 2.5. We see from Figure 2.5A that the C30 (30 nt 
polycytosine DNA) sequence, when annealed at a 10:1 Ag+:CC molar ratio, yields a full melting profile 
with a Tm of 91 °C. The melting profile of the C30 sequence with Ag+ is far more articulated than the 
same C30 sequence without Ag+, as the latter lacks any ability to base pair without Ag+. Similarly, the 
melting profiles of C11 (11 nt polycytosine DNA) and C20 (20 nt polycytosine DNA) also produced 
melting temperatures of 90 °C and 93 °C, respectively (Figure 2.5B). When compared with calculated 
melting temperatures of their canonical dC:dG duplex counterparts (62.5 °C, 83.3 °C, 90.7 °C, 
respectively),101,102 the Ag+-incorporated polycytosine chains are significantly more thermostable, 
especially with the shorter C11. It seems that the Ag+-intercalated polycytosine chains are resistant to 
temperatures approaching the boiling point of water.  Further analysis was performed on the metalated 
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C30 sample in the presence of excess NaCl, which precipitated uncoordinated Ag+ ions as AgCl (Figure 
2.5C). In agreement with the NMR experiments, exchanging the backbone-bound Ag+ cations with Na+ in 
this manner resulted in a small drop in melting temperature of <5 °C, but did not revert the melting 
profile to that of ssDNA. Ag+ thus may have a secondary role as a monovalent cation backbone stabilizer 




Figure 2.5: Melt curves of polycytosine oligomers. A) The ion requirement for successful C30 melting is 
shown with standard deviation (n=3). Without Ag+, no change in absorbance is shown over temperature, 
while the experimental condition shows full melting behavior characteristic of DNA duplexes. B) 
Representative curves of C30 before and after precipitation of backbone-bound Ag+ as AgCl suggest a 
measurable difference in melting behavior, but that the primary contributor to duplex stability is the 
pyrimidine-coordinated cation chain. C) Polycytosine oligomers of varying lengths show melting 
temperatures at or above 90 °C, indicating a powerful stabilizing effect mediated by the internal ion 
chains. The similarity between these melting temperatures likely reflects the maximum capacity of the 
instrument to assess thermal stability in water-based buffers. 
2.3.2. Cluster analysis 
Concerns of Ag+ reduction into nanocluster contaminants were raised upon early demonstration of 
elevated charge transport in 11 nt polycytosine nanowires, and as a result it was necessary to rule out 
conduction through catalyzed nanoclusters that are known to form around polycytosines under specific 
reaction conditions.105,106 It has been shown that reduction through the aggressive agent BH4- can be 
carried out using cytosine nucleobases as a catalyst, perhaps through electron exchange near the N3 
amine, which is used to stabilize mismatched duplexes with the same ion. To replicate these results, a 
variety of conditions are assayed, with canonically- and orthogonally-paired sequences, with and 
without Ag+, with and without AgCl precipitation, and with or without BH4-. The only difference from 
previous studies lies in the lack of reduction agent infusion at high temperatures, as this does not mimic 
the conditions found in the DNA nanowire system in this work. Characteristic peaks in the absorbance 
between 400-550 nm are investigated as a spectral footprint of cluster contamination, in agreement 
with the literature. 
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a. Methods of cluster analysis 
UV absorption spectra of variously-processed oligomers were collected in buffer conditions in 2 nm 
intervals over a range of 250-700 nm on a Lambda 950 UV spectrophotometer (PerkinElmer, Inc.) at 
room temperature. Measurements were carried out using a D2 lamp with spectral bandwidth of 0.05-
5.00 nm and a path length of 1 cm. Sample absorbance relative to the empty buffer was collected in 
wavelength intervals of 1 nm across the spectrum. DNA sequences annealed with and without Ag+ were 
compared in cytosine-enriched sequence C11 and in canonically-paired sequence Oligo D. 
To strip Ag+ ions from 2 μM DNA samples after annealing, NaCl was added to a concentration of 50 mM 
and was allowed to react at room temperature for 15 min before pelleting the AgCl precipitate with a 
tabletop centrifuge (12,000 g, 12 min). To force reduction of solvent accessible Ag+ ions, NaBH4 was 
added to 2 μM duplexes to achieve a final reductant concentration of 1 mM. Samples were then shaken 
vigorously for 2 min at 6 °C and left to react at room temperature overnight. Spectra were collected 
both before and after precipitation of AgCl and reduction by BH4−. 
b. Results of nanocluster detection assay 
A comparison between the C11 sequence and the Watson-Crick paired 28-bp DNA duplex Oligo D with 
and without AgNO3 showed no significant difference in the UV-visible absorption of the nucleotide 
solution (Figure 2.6). Addition of BH4− and precipitation of uncoordinated Ag+ ions did not affect the 
absorption spectra for either sample. In all tests, two peaks were observed in the critical range (450 nm 
and 483 nm), and this profile was conserved for a large variety of sequences, regardless of processing 
(C20, CG20, C30, Hairpin A; data not shown). These results demonstrate that Ag+-intercalated 
polycytosine DNA duplexes exhibit high thermal stability without the drawback of undesirable 





Figure 2.6: Normalized absorbance spectra of various annealed oligos from 400-550 nm. A) Spectral 
overlay of C11 and Oligo D subjected to minus-Ag+ and positive-Ag+ conditions, precipitation of AgCl, and 
reduction by BH4-. Peaks are observed at 483 nm and 450 nm and appear to be universal across all 
conditions (black arrows). No significant perturbation is observed to suggest nanocluster formation. B) 
The same data are offset visually for readability. 
 
2.4. Best annealing protocol for Ag+ intercalation, devised by chemical analysis 
Based on the biochemical analysis carried out in this chapter, and driven by an attempt to streamline, 
optimize, and control successful annealing of DNA nanowires based on the dC:Ag+:dC system, a 
thorough investigation of buffer and counterion contribution was carried out. In doing so, a better 
picture of nanowire annealing emerged. It is possible to produce products in a variety of buffers (see 
above for Tris, MOPS, K2PO4, etc.), but it was necessary to develop a high-yield process prior to building 
more complex structures. To perform this analysis, FRET quenching over nearly 1000 trials was 
investigated for a wide array of buffer compositions, and a picture emerged which was both surprising 
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and important for future work. With these results, we write a best-practice annealing protocol for Ag+ 
DNA nanowires, and discuss some of the degrees of freedom in this assembly. 
2.4.1. Buffer analysis using FRET quenching 
a. General considerations: Ag+ compatibility 
The choice of buffer will determine the favorability of ion uptake. For the most part, standard annealing 
buffers are appropriate for Ag+-functionalized DNA nanowires 94, with several caveats. Most importantly, 
there should be minimal presence of chloride ions, as silver chloride is highly insoluble. At high 
temperature, 1H-1H COSY NMR suggests that cytosine-mismatched oligonucleotides can outcompete 
anions for Ag+ when already incorporated into the DNA (Figure 2.3), but it is best to avoid the 
confounding effect of precipitation. This means that one should avoid adjusting buffer pH with HCl, as 
this can leave residual Cl- of relatively high molarity. Furthermore, there should be no chelating buffer 
agents. Thus, ethylenediaminetetraacetic acid (EDTA) and other Mg2+ intercalators should be avoided, 
rendering buffers such as Tris-acetate-EDTA (TAE) and Tris-borate-EDTA (TBE) inappropriate for 
annealing. These buffers are still acceptable for downstream applications such as gel electrophoresis 
after Ag+ is already snugly bound by a cytosine-mismatched duplex.  
Several other considerations are less obvious. To elucidate the effects of buffer component species, we 
screened 33 buffers with different buffer salt, pH, counterion species and Ag+ availability. The 
experiment was performed by mixing MOPS, potassium phosphate, Tris, and sodium acetate buffers at 
standard reaction concentrations with either 100 mM Na+, 12.5 mM Mg2+, or both counterions. 
Oligonucleotides C30 (5'-FAM-CCCCCCCCCCCCCCCCCCCCCCCCCCCCCC-BHQ1-3') and AT24 (5'FAM-
AACAATACATACTAAAACCAAAAT-BHQ1-3', 5'-ATTTTGGTTTTAGTATGTATTGTT-BHQ1-3') (Elim 
Biopharmaceuticals) were labeled with 5’ fluorescein (FAM) and 3’ Black Hole Quencher 1 (BHQ1), 
which, when in close proximity, will cause FRET, whereby BHQ1 will absorb and suppress the signal from 
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FAM, to cause an overall quenching in the fluorescence. Data were collected by measuring fluorescence 
before and after annealing of labeled oligos (2 μM per strand, or 4 μM for palindromic C30), either with 
or without 10x Ag+ (600 μM). FRET efficiency was calculated by normalizing to the minimum FRET 
efficiency in deionized water, and the maximum efficiency (100 % quenching). FRET quenching is never 
100% due to the promiscuity of the C30 sequence—it may anneal out of frame to form a daisy-chain 





Figure 2.7: Comparison of FRET efficiency (normalized fluorescence quenching) of palindromic 30 nt 
polycytosine “C30”—5'-FAM-CCCCCCCCCCCCCCCCCCCCCCCCCCCCCC-BHQ1-3' in buffers with varying 
buffer salts, counterions, pH and Ag+ availability. Buffer and pH are indicated in plot titles. Counterion 
species are indicated on the X-axes, where (+)(-) denotes 100 mM Na+; (-)(+) denotes 12.5 mM Mg2+, and 
32 
 
(+)(+) indicates 100 mM Na+ and 12.5 mM Mg2+. Error bars show standard deviation for FRET efficiency 
(n=3). Presence of 0:1 Ag+ molarity compared to sequence mismatches (blue) and 10:1 Ag+ molarity to 
sequence mismatches (yellow) is indicated by bar color (see legend). For both MOPS buffers and 
potassium phosphate buffers, the presence of Mg2+ greatly increases FRET efficiency and strand 
annealing: A) MOPS pH 6.5, B) MOPS pH 7.0, C) MOPS pH 8.0; and D) KH2PO4 pH 6.0, E) KH2PO4 pH 7.0, 
F) KH2PO4 pH 8.0. The same trend is observed for Tris buffers, but with greatly reduced efficiency 
throughout: G) Tris pH 7.2, H) Tris 8.0, and I) Tris 9.0. Low pH sodium acetate buffer does not promote 
duplex formation: J) NaAc pH 4.0; while higher pH acetate buffer promotes i-motif formation across all 
counterion conditions: K) NaAc pH 5.5. This conclusion is supported by the lack of FRET quenching in 
control strand AT24 in similar buffer (data not shown; see Figure S1107). In all buffers, acidic pH (≤ pH 
7.0) promotes fluorescence enhancement (negative FRET efficiency) after annealing, while basic pH (> 
pH 7.0) dampened the fluorescence signal overall, both fluorescence and quenching. 
b. Counterion species: Na+ and Mg2+ 
Thermodynamic simulations implemented in Matlab based on the best-available nearest neighbor and 
buffer correction models 101,102 suggest that in Watson-Crick pairing sequences, [C30:G30] will have 
weak stabilization by Mg2+, but will experience a strong increase in thermostability due to Na+ 
association with the phosphosugar backbone (Figure 2.8). The presence of both counterions should have 
an intermediary effect, increasing the melting temperature and subsequent strength of duplexing 
relative to deionized conditions, but to a lesser degree than Na+ alone.  Control sequence AT24 is 
predicted by a similar analysis to be stabilized equally by buffers containing Na+, Mg2+, or both. 
Experimentally we find results for C30, when stabilized by Ag+, that are not in agreement with this 
model, suggesting that the binding mechanism does not adhere to traditional Watson-Crick 
thermodynamics. To account for these differences, future studies may inform a more accurate 
thermodynamic model to accommodate orthogonal ion pairing. Preliminary insight on how to do this is 
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provided by Torigoe et al. [11], but more work is needed to match the level of analysis available for 
canonical base pairs. 
 
Figure 2.8: Thermodynamic simulation of buffer counterion effects on [C30:G30]. Nearest neighbor 
models based on Peyret et al. 101 and buffer correction equations from Owczarzy et al. at IDT DNA 102 
allow for melting temperature modelling of oligonucleotides based on sequence and buffer 
composition. We implement these methods in Matlab to investigate the predicted effects of Na+ and 
Mg2+ on the thermostability of Watson Crick pairing of C30 (5’-CCCCCCCCCCCCCCCCCCCCCCCCCCCCCC-
3’) to G30 (5’-GGGGGGGGGGGGGGGGGGGGGGGGGGGGGG-3’). The canonical model suggests a strong 
stabilizing effect by Na+, but little to no contribution by Mg2+. Experimental data on ion paired C30 
suggests that the opposite is true, and that a new computational model is needed to account for 
orthogonal metal pairs.  
In intermediary-pH MOPS and phosphate buffers, the C30 sequence demonstrates minimal fluorescence 
quenching in the presence of monovalent cation Na+ alone (Figure 2.7 A-F). The addition of Mg2+ causes 
maximal FRET efficiency of ~0.5. The presence of both Na+ and Mg2+ together still promotes FRET, but in 
no case does the combined counterion solution outperform the buffer containing only divalent cations 
by any statistically significant amount. There are two potential reasons for the success of Mg2+ buffers. It 
may be the case that axial compression due to metallophilic attraction between stacked silver ions may 
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cause crowding effects on monovalent counterions such as Na+, creating a need for the higher charge 
density offered by divalent cations such as Mg2+ in order to stabilize duplex formation in highly-
cytosinated oligos. It may also be the case that divalent cations are better at sterically hindering Ag+ 
during the annealing process, causing intermediary, misaligned states to have a lower energy 
availability. This may force strand rearrangement to better-aligned duplexes which exhibit a higher 
degree of FRET quenching due to the better terminal fluorophore-quencher proximity. In either case, it 
is clear that Mg2+ provides a significant boost to FRET efficiency, and thus to duplex formation in 
cytosine-mismatched nanowires. 
c. Buffer pH  
It is known that buffer pH at or below 6.5 promotes the formation of cytosine-quadruplex (i-motif)  DNA 
in the presence of oligos with high cytosine counts 29. This structure forms non-B-form DNA that, to our 
knowledge, has not been assayed for electrical conductivity. Experimentation on this effect shows that 
low pH sodium acetate (pH 4.0) inhibits formation of any coherent structure (Figure 2.7J). Evidence of i-
motif formation can be seen in medium-acidity acetate buffer (Figure 2.7K) by the observation of 
successful quenching only in excess Ag+ as well as a general insensitivity to counterion species. By 
contrast, AT24 does not cause FRET quenching either with or without Ag+, highlighting the requirement 
of cytosine bases in formation of acid-mediated structures like a cytosine quadruplex (see supporting 
information107). We do not see a similar insensitivity to counterion salts in MOPS (pH 6.5, Figure 2.7A) or 
phosphate (pH 6.0, Figure 2.7D) buffers, suggesting that i-motif formation may not be supported in 
these buffers at slightly-acidic pH.  
High pH Tris buffer (pH 9.0, Figure 2.7I) shows reduced FRET efficiency compared to intermediary pH, 
and slightly-basic compositions of pH 8.0 MOPS (Figure 2.7C), phosphate (Figure 2.7F) and Tris (Figure 
2.7H) show slightly reduced efficiency. Overall, it seems that successful duplexing can occur at pH 6.5 
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and pH 8.0; however, neutral buffers near pH 7.0 provide the highest overall FRET quenching, suggesting 
optimal strand alignment and duplex strength. 
d. Final buffer composition  
At neutral pH, MOPS and potassium phosphate buffers (Figure 2.7B, E) outperform Tris buffer (Figure 
2.7G) for overall reaction favorability. MOPS buffer can be used for many molecular biology and 
molecular electronics applications, while potassium phosphate in 99.99% D2O can be used for 1H-1H 
COSY NMR and other analytical applications. For use in single-molecule conductivity experiments, we 
suggest the use of pH 7.0, 10 mM MOPS buffer with 100 mM NaNO3 and 12.5 mM MgSO4. Annealing 
may be done at a 10x Ag+ availability with respect to sequence mismatches.  
2.4.2. Protocol for high-yield DNA nanowire annealing and processing 
a. Reagent preparation: buffers and silver salts 
The following protocol is used to prepare the necessary chemical solutions for nanowire annealing. Keep 
in mind that Ag+ is easily reduced into silver nanoclusters, and therefore constituent solutions should be 
reformulated for each use, and, if necessary, stored away from light. A measure of solution purity can be 
inferred from the amount of smudging on the tube walls after vigorous vortexing or shaking. At 1 M, the 
solution will appear cloudy, but no accumulation on the tube walls should be apparent. 
1. Add 10.0 mL nuclease-free water to a 15 mL tube 
2. Using tabletop scale and weigh boats, carefully measure out 209 mg (1 mmol) MOPS, 850 mg 
(10 mmol) NaNO3 and 308 mg (1.25 mmol) MgSO4⋅7H2O. Add to nuclease-free water and mix 
vigorously. Allow to mix evenly at least 1 min. 
3. Optional: consider autoclaving. This is not an absolute necessity, but it can improve buffer 
cleanliness. Perform if integrating with any enzyme, RNA, or molecular biology application. 
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4. Adjust pH to 7.2 using 10 % H2SO4 and 10 % NaOH. Label “10x MOPS” and indicate pH and date. 
Avoid using chloride salt to adjust pH as it will precipitate Ag+ in later steps, preventing nanowire 
synthesis. 
5. Make a 10-fold dilution to produce 1x MOPS by adding 9 parts deionized water and one part 10x 
MOPS in a 10 mL tube. Label one “1x MOPS pH 7.2” and indicate the date.  
6. Pipette 1.00 mL 1x MOPS into a 1 mL centrifuge tube. Add 169 mg AgNO3 and vortex vigorously 
until Ag+ is fully in solution. Label “1 M Ag+ in 1x MOPS.”  
7. Perform serial dilutions to produce 10 mM and 1 mM solutions of Ag+: first add 10.0 μL 1 M Ag+ 
and 990 μL deionized water and vortex. Label “10 mM Ag+.” Mix 100 μL 10 mM Ag+ and 900 μL 
deionized water and vortex. Label “1 mM Ag+.” 
b. Annealing 
Polycytosine sequences are palindromic and thus will bind to themselves in the presence of Ag+ ions. As 
a result, the concentration of ssDNA added will be double the concentration of the final duplex in the 
presence of these types of sequences, but not for mixed-base sequences. For this reason, the amount of 
oligo added to experimental conditions should be adjusted accordingly. It should be noted that the 
presence of Ag+ may cause the formation of a dC:Ag+:dC duplex instead of dC:dG in positive controls, 
though experimentally this population seems to be quite small. This may be a result of slowed kinetics in 
the dC:Ag+:dC bond formation process from the dehydration energy penalties on the Ag+ ion, as well as 
the two-step, three-body coordination between opposing cytosines and the cation, compared with the 
relatively-straightforward dC:dG electrostatic bond. 
When there is system equimolarity between sequence mismatches and coordinated Ag+, individual ions 
may interact with single-stranded polycytosines before forming a complex inside a double-stranded 
helix 105. It is well-known that a thermodynamic penalty is paid to initiate duplex formation 108, and by 
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adding molar excess to the system, we reduce the amount of ion rearrangement that must occur within 
the duplex while strand initiation is occurring. We find that a ratio of 10 ions per CC mismatch is a good 
annealing ratio, and that excess ions can be removed in later steps. Annealing is performed in the 
following manner: 
1. Heat the water bath or hot block to 95 °C. An impromptu water bath can be made by using a 1 L 
glass beaker inside a Styrofoam box. The tubes can float on a weigh boat with holes in the 
bottom. In this setup, the tubes should be sitting in the water but should not be submerged 
below their caps. The ideal heat source is a hot block in which the block itself can be removed to 
slow cool.  
2. Anneal in 1x MOPS in 100 μL total volume. Add all reagents to a 100 μL microcentrifuge tube 
with a pipette, label, and use parafilm to seal the caps in order to prevent solution 
concentration and acidification by evaporation of water during annealing. 
3. Vortex or mix until solution clears (do not vortex after annealing). 
4. Consider spinning for 3-5 s on tabletop microcentrifuge to collect fluid at the bottom of the 
tube. Alternatively, tap several times. 
5. Place in water bath/hot block/PCR programmed to 95 °C. Leave at that temperature 3-5 
minutes. 
6. Remove block/water from heat and allow to cool to room temperature. This should take ~1 h. 
7. Place at 4 °C to store. Leave at 4 °C at least one hour.  
c. Precipitation 
As ionic excess is used in annealing, there will be phosphate-bound Ag+ ions in solution. In order to 
separate the effect of these environmental ions on molecular conductivity from the effect of pyrimidine-
coordinated ions, chloride precipitation is used to remove all solvent-accessible Ag+ from the solution. 
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NMR data show this leaves the duplex unperturbed (Figure 2.3). Purification can be performed in the 
following manner: 
1. Add NaCl to 50 mM.  
2. Wait 15 min. 
3. Use tabletop microcentrifuge to form a pellet. This may take ~30 s or slightly longer. The pellet 
may or may not be visible to the naked eye. 
4. Pipette away the top of the solution, being careful not to remove the pellet. Approximately 60-
80% of the solution can be drawn out and placed in a new microfuge tube. Not all the liquid 
need be removed. 
5. If it appears that some of the precipitate has been removed by the pipetting, repeat 
precipitation protocol until clean extraction is achieved.  
6. Each sample should last 3-4 weeks. Store at 4 °C. 
2.5. Synthetic biological integration of Ag+ intercalation 
One of the primary advantages of nanotechnology and nanomaterials based on DNA is their ability to be 
produced, modified and integrated into biological processes. The promise of biological fabrication 
and/or repair of nanowire-integrated devices lies at the horizon, but as a proof of concept we 
investigate the ability of core-functionalized DNA nanowires to be modified by enzymatic processes; and 
we further design model gene parts that fabricate low-level nanowires as placeholders for more 
complex designs or processes. In doing so, we attempt to reintegrate the biology into the biochemical 
processes that drive Ag+-dependent nanowire formation. 
2.5.1. Enzyme compatibility 
DNA polymerases and biased nucleotide pools can be used to synthesize nanowires in the presence of 
the mediating ion in vitro.85,109,110 In the present study, we tested whether longer C-Ag+-C DNA duplexes 
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can be constructed by traditional molecular biology methods in standard media. To this end, we carried 
out blunt-end ligation reactions on medium-length, double-stranded oligonucleotides. The 50-bp Oligo B 
duplex with six CC mismatches distributed throughout the sequence, using sections of Watson-Crick 
pairing to promote strand alignment and homogeneity between the products, thereby avoiding the 
chaining effect previously observed with the C20 and C30 sequences (Figure 2.2B, as well as SI in longer 
manuscript91). In the absence of Ag+, a duplex product was formed but did not undergo double-stranded 
end-ligation, likely due to “puckering” at the mismatch points from unbonded nucleotides, which may 
cause bad strand alignment and inhibit ligase binding. When annealed in the presence of excess Ag+, 
100, 150, 200, 250, and 300 bp dsDNA, bands were observed as a result of successful end-ligation 
(Figure 2.2D). Ag+ intercalation between the mismatched cytosine pairs repaired the Oligo D duplex and 
enabled ligase recognition and activity that can extend the length of a DNA nanowire length more than 
six-fold. 
2.5.2. Synthetic gene parts 
To further expand the compatibility of core-functionalized DNA nanowires with living cells, we 
constructed two novel BioBricks for the synthesis of cytosine-mismatched, Ag+-binding nanowire 
templates in E. coli plasmids. BioBricks are a standard way to craft gene parts for general use through 
the open-source gene repository at the iGEM Registry. BioBricks are designed for modularity and 
compatibility with other gene parts, and are documented and curated by the BioBricks Foundation for 
ordering and use by registered labs.111 PCR amplification and restriction digestion of part BBa_K1219026 
produces both 32bp10CC Oligo A strands, which can be annealed into a duplex with a 10:1 Ag+:CC molar 
ratio. Similarly, PCR amplification of part BBa_K1218022 produces a DNA hairpin sequence with 24 
cytosine mismatches (Figure 2.9). Restriction digestion and T7 transcription of this template synthesizes 
a 54bp24CC RNA hairpin. These gene parts are the first templates for the synthesis of cytosine-enriched 
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duplexes and hairpins in cell-free transcription systems with the use of PCR, and both parts and their 




Figure 2.9: Part BBa_K1218022 serves as the template for DNA nanowire Hairpin B1 and RNA nanowire 
Hairpin B2. A) Scheme is shown with sequence data, excluding the BioBrick prefix, suffix and plasmid 
backbone, collectively marked as “pSB1C3,” the expression plasmid backbone. Diagram includes the 
178-bp functional region with forward and reverse primer binding sequences, EcoRV and Pme1 
restriction sites, a T7 promoter and the two nanowire products. Concentric circles are employed to 
illustrate the different functions of gene part components. B) To utilize this BioBrick, PCR amplification 
of the functional region should be performed using the identified promoters. The DNA nanowire product 
may be subsequently isolated by PmeI excision and annealed as described above. The template for RNA 
Hairpin B2 is excised by EcoRV and is designed to produce an RNA nanowire hairpin in a cell-free 
transcription system as described above. 
The functional region of gene part BBa_K1218026, including the oligonucleotide sequences of interest, 
the BioBrick prefix and suffix, and the expression primers, was synthesized by Elim Biopharmaceuticals 
and cloned into plasmid backbone pSB1C3 (BioBricks Foundation, San Francisco, CA, USA) using an 
EcoRI-PstI (New England Biolabs, #E0546S) cloning protocol for BioBrick assembly.112 Part BBa_K1218022 
was synthesized by GeneBlocks (Integrated DNA Technologies) and cloned into pSB1C3 using the same 
protocol. Part BBa_K1218022 served as the template for PCR amplification of DNA and RNA nanowires 
Hairpin B1 and B2 (Table 1.1). This BioBrick was utilized through PCR amplification of the functional 
region using forward and reverse primers 5’-CAACCATACGACACGCCTC-3’ and 5’-ACCTCACCGACTCAGCC-
3’, respectively. The DNA nanowire product was subsequently isolated by PmeI excision (R0560S, New 
England Biolabs), annealed in the manner described above in the presence of 24-fold excess AgNO3 with 
respect to oligonucleotide molarity, and purified by PAGE. The template for RNA Hairpin B2 was instead 
excised by digestion with EcoRV (R0195S, New England Biolabs), and the RNA nanowire itself was 
synthesized in a cell-free system by transcription with T7 RNA polymerase (E2040S, New England 
Biolabs). The RNA nanowire was annealed in the presence of 24-fold excess AgNO3 and purified by 
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PAGE. BioBrick BBa_K1218026 was designed to allow PCR amplification using forward and reverse 
primers 5’-CCAAGCACGCCCACCT-3’ and 5’-TGGTAGGTGGCGGTGC-3’, respectively, in order to generate 
DNA nanowire 32bp10CC Oligo A. This product was annealed with a 100:1 molar ratio between AgNO3 
and oligo in the manner described above. Additional documentation may be found on the BioBrick 
registry.113,114 
 
2.6. Discussion of Ag+ intercalation 
In order to drive a better understanding of the fundamentals of DNA nanowire behavior during synthesis 
and processing, we employed a variety of techniques toward the study of the structural, 
thermodynamic, and kinetic properties of Ag+-intercalated DNA duplexes. We develop a fuller 
understanding of the Ag+-binding DNA system, and develop a high yield protocol for nanowire assembly. 
These results suggest a foundation for nanotechnology applications, and we further present two 
methods for synthesizing DNA nanowires with standard synthetic biology techniques.  
In DNA strands with alternating cytosine mismatches and Watson-Crick base pairing, we have found that 
strands are annealed when Ag+ ions are equimolar with the number of cytosine mismatch sites. Ag+ ion 
incorporation between cytosine bases was visualized by 2D NMR, and the kinetics of incorporation was 
calculated from single-molecule fluorescence of hairpin formation to be 230-times slower than non-
metalated hairpins. For polycytosine sequences, however, Ag+ ion concentration must be in at least 10-
fold excess and the lack of Watson-Crick base pairing results in a loss of base pair “frame,” allowing 
polycytosine chains to develop randomly; these chains of interlocking strands can extend up to many 
times their individual strand length, in proportion to the environmental concentration of Ag+ ions. 
Metalated polycytosine chains have melting temperatures greater than their Watson-Crick duplex 
counterparts, even after accounting for counterion stabilization of the phosphate backbone. Notably, 
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free Ag+ ions were not found to reduce to elemental Ag in the presence of DNA duplexes and form 
nanoclusters, even when the strong reducing agent BH4− was added to the solutions.  
The Ag+-intercalated DNA duplexes were assayed by a variety of means, and reporters of both chemical 
and spectral nature were employed to visualize their behavior. Differences were observed between 
nanowire and duplex behavior, but the successful application of standard assay techniques allowed for 
direct comparison of the different systems. Silver, ethidium bromide, and toluidine blue staining 
protocols were used successfully to visualize Ag+-driven strand annealing by PAGE; NMR and melting 
curve profiles were entirely consistent with dsDNA; and Ag+-intercalated duplexes were recognized as 
substrates and successfully extended by T4 ligase. Ligation is especially noteworthy, indicating that 
multiple pyrimidine-ion pairs leave the overall helical structure relatively unperturbed, which agrees 
with reported structures of Ag+-intercalated DNA duplexes.78 Predefined, medium-length Ag+-
intercalated DNA duplexes can be synthesized by PCR amplification from standardized BioBrick plasmids 
and then elongated several-fold by enzymatic ligation. This result opens the door for downstream 
molecular biology reactions, and demonstrates that long nanowire synthesis can be achieved with 
definable length in this way through band excision or gel chromatography. 
The primary difference between cytosine-mismatched and canonical DNA duplexes lies in the 
multimeric chaining behavior of polycytosine sequences. For these strands, high molecular weight 
streaks were discovered by PAGE at great Ag+ ion excess. This disparity suggests that ion overload causes 
long chain polymerization, perhaps due to local energy minima attained when all cytosines are ion-
coordinated, even in a single-stranded state during high-temperature states in annealing. With lower ion 
availability, lower energy states may be more readily achieved by improving the annealing frame or 
strand alignment; with ion excess, these states may be unavailable or disfavored due to enthalpic 




NMR analysis of the dC:Ag+:dC bond showed the irreversible uptake of Ag+ into the CC mismatch, as 
visualized by 3JHH coupling of cytosine H5 and H6. The spectral shift observed by Ag+ intercalation was 
dependent upon ion infusion, and was not able to be perturbed by solvent exchange or counterion 
precipitation. Furthermore, Ag+ that did not intercalate into the duplex, but rather adhered to the 
phosphosugar backbone in a stabilizing formation, was shown to be stripped by downstream processing 
without disrupting the ion coordination between opposing cytosines. NMR study suggests that the 
dC:Ag+:dC bond is strong and pseudo-covalent, rather than hydrostatic, in nature. 
The melting curves of Ag+-intercalated polycytosine chains also were mostly unaffected by the 
precipitation of excess Ag+, indicating that the vast majority of the stabilizing effect occurs as a result of 
nucleobase-ion coordination and not solvent-based electrostatic stabilization. These results suggest that 
Ag+-intercalated DNA nanowires could be assembled by simply incubating strands of DNA with soluble 
Ag salts and then washing off the unbound charges; the nanowire product would associate tightly with 
the Ag+ ions incorporated into the C-C mismatches, while the unbound ions would be removed. This is a 
highly desirable property for conducting nanowires to maintain an almost-linear conductive interior (Ag+ 
ion chain) while the exterior dielectric (solvent) remains resistive. 
Single-molecule FRET analysis shows distinct folding pathways for mismatched molecules: transient, 
low-FRET conformations occur in the absence of Ag+, and, to a lesser degree, in the Ag+ population. 
These molecules fold 230x faster than true duplexes, and represent pseudocoil states observed by other 
studies of bound redox-catalyzing hairpins in MEMS studies.95 By contrast, high-FRET molecules are 
present only in Ag+ conditions. This high-FRET state occurs, on average, at a rate of 0.065 s-1, and 
represents a real-time kinetics solution to the isothermal folding of DNA nanowires.  
In order to utilize the Ag+ DNA system in nanomaterials applications, it is critical that the nanowires be 
easily synthesized with sequence specificity and length control. Most notably, studies of the behavior of 
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these wires need to exclude the possibility that results are dependent not on DNA duplexes with 
orthogonal chemistry, but rather polycytosine-catalyzed nucleation of silver nanoclusters.79-80 The 
spectroscopic peaks in the 450-500 nm range that represent silver nanoclusters are not observed in this 
study. This is a departure from those studies on polycytosine-induced cluster nucleation which use 
exclusively isothermal reactions in saturating levels of reducing reagent. Our results indicate that the 
annealing conditions and processing experienced by duplexing DNA in the presence of Ag+ are not 
sufficient to cause nanocluster formation and that the ion competition and energetic stability of the 
metal-mediated, double-stranded structure can prevent reduction of internally coordinated ion chains 
by aqueous species. To further support this conclusion, electro-spray ionization mass spectroscopy (ESI-
MS) has been used in the past to analyze the distribution of (Ag+)N-DNA products for homo-base 
oligomers, including C11.115 Those results showed that the dominant product was, in fact, C11-(Ag+)11-C11, 
indicating that the silver ions participate primarily in a 1:1 base pair binding interaction. This supports 
the conclusion that the Ag+ ions are not reduced to nanoclusters along the chain, but rather assist in the 
duplex formation and contribute to base-pairing stability, ultimately suggesting that reduction 
contaminants are not responsible for the increase in molecular conductivity for precipitation-cleaned 
C11-amine duplexes reported previously.62 
BioBricks, with standardized plasmids, can provide a convenient and inexpensive path toward the 
synthesis and scaled production of DNA nanowires. The BioBrick parts we have designed for this work 
require multiple processing steps, including enzymatic digestion, PCR, and Ag+ infusion. There are, 
however, no fundamental barriers preventing future designs from engineering around these steps. With 
the addition of mechanisms like Ag+ transporters, nanowire export proteins and tags, or co-
transcriptional/reverse transcriptional assembly in cells,116,117 future designs can be envisioned to 
produce useful constructs without direct intervention. Nonetheless, some obstacles still need to be 
overcome to ensure successful replication of more complex dC:Ag+:dC nanowires in vivo. Long template 
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sequences with cytosine repeats will have complementary guanine-rich areas, which have been shown 
to assume a quadruplex conformation that may interfere with plasmid transcription and 
replication.118,119  
Furthermore, any long nanowires or nanostructures assembled will be subject to a greater degree of 
base-pair promiscuity in the presence of Ag+, and will necessarily require careful sequence design, which 
may necessitate the development of new modeling tools. Some of these issues may be addressed by 
incorporating different metal base pairs together in a single sequence, including metalated dT:Hg2+:dT 
and dC:Ag+:dC pairs,75,86 as well as other orthogonal pairs such as the imidazole-Ag+-imidazole or the 
Cu2+ complex bond.120,121  
This issue also complicates the formation of nonlinear assemblies containing Ag+ base pairs, for which it 
will be necessary to minimize heterostructures while maximizing cytosine occupancy: this could also 
introduce additional challenges in WC pairing regions as a result of the emergent parity asymmetry 
between standard nucleotides. Standard origami scaffold M13mp1839 has 169,452 heterostructures 
greater than 3 bp in the absence of Ag+, the largest of which comprise five 12 bp dimers; conversely, 
when dC:dC bonds are facilitated by Ag+, the scaffold would have 295,755 heterostructures greater than 
3 bp, including 21 size 12 bp dimers, two 13mers, one 14mer and two 16mers (analysis performed in 
Matlab, Table 2.2). The calculated free energy of the largest homodimers are -20 kcal/mol and -31 
kcal/mol, respectively, without adjustment for the free energy of Ag+ intercalation.101 As such, it may be 
impractical to use native ssDNA plasmids without extensive mutagenesis to tailor the sequence for 
orthogonal chemical environments. Future studies may focus first on the assembly of short-
oligonucleotide nanostructures122,123 using Ag+ pairing, rather than origami/staple interactions. Such 
studies will likely begin with extremely short oligomers with few heterostructures and work toward 
longer, more complex designs for plasmid integration. 
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Table 2.2: Heterostructure analysis of M13mp18 ssDNA origami scaffold 
Self-dimers in WC pairing environment 
Size 4 bp 5 bp 6 bp 7 bp 8 bp 9 bp 10 bp 11 bp 12 bp 13 bp 14 bp 15 bp 16 bp 
# 125630 32200 8561 2270 581 152 35 18 5 0 0 0 0 
Self-dimers in dC:Ag
+
:dC pairing environment 
Size 4 bp 5 bp 6 bp 7 bp 8 bp 9 bp 10 bp 11 bp 12 bp 13 bp 14 bp 15 bp 16 bp 
# 205527 62423 19489 5740 1775 567 140 68 21 2 1 0 2 
 
The BioBricks presented here are an important first step toward microbial genes designed to build 
electrically-active nanowires from nucleic acids, and as such, demonstrate a preliminary approach to 
implementing a genetic system using orthogonal base chemistry in DNA with tools found naturally in 
and around E. coli. Bacterial chasses can provide highly reliable and homogenous production 
capabilities, and by harnessing their onboard manufacturing systems, significant progress can be made 
toward the directed integration of living biological systems into nanofabrication. Oligonucleotide 
production may take place in cell-free BioBrick systems, or with other synthetic biological approaches 
such as ribozyme cleavage through rolling circle amplification124 or enzymatic extension via reverse 
transcriptase.117 Scaling of such a biologically-derived nanowire system would require only those 
materials involved in cell culture and DNA synthesis, as well as small amounts of ionic silver—thereby 
avoiding many of the resource- and reagent-associated barriers associated with silicon device 
technology. With this synthetic biological platform, we believe that the field of nanotechnology is 
capable of harnessing the dynamic properties of DNA to build effective, conductive, biological wires for 
use in self-assembling nanoelectronic architectures at reduced cost and increased scale.  
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Chapter 3  
Finding the Spark:  
Electrical assay of silver(I) DNA nanowires 
“All that glitters is not gold” 
















3.1. Assay of DNA conductivity 
While interest in the electrical properties of DNA has been around since the early 2000’s, the study of 
electrical conductivity in DNA has produced a broad diversity of results, largely as a consequence of 
differences in experimental design. Early studies on viral DNA demonstrated resistive behavior,53 while 
microbial DNA was suggested to have an RFID-like signal in bulk solution.125 Subsequent attempts to 
probe the current carrying properties of DNA have followed many approaches, also with a variety of 
results: small bundles of DNA were found to be excellent insulators;54 cooled DNA displayed proximity-
induced superconductivity;55 cAFM across guanine tetraplexes demonstrated semiconducting 
behavior;30 and, recently, scanning tunneling microscope (STM) studies have reliably shown weak 
conductivity in stacked dG:dC pairs.126  
The atomic scale break junction platform, based on the scanning tunneling microscope (STM), has 
become a mainstay of the field of molecular electronics, and it has proven to be a reliable and 
reproducible method for the assay of electron tunneling across short single molecules.127,128 This result 
relies upon a reversible covalent linkage between a gold STM tip and one end of a molecule in tandem 
with a linkage between the other end of the molecule and a metal – generally an atomically-flat gold 
substrate. By oscillating the tip elevation in order to sequentially form and break contact with single 
molecules, it is possible to measure  charge transfer across the molecule in the presence of a voltage 
bias and to construct height-dependent current plots that represent the ability of electrons to tunnel 
across the gap, that is, through the molecule itself. Because this can be repeated rapidly – up to 
thousands of times within a short measurement period – statistical methods can be applied to 
determine the minimal step size between measured currents, thereby allowing a determination of the 
resistance of the molecule itself. This has proven a powerful method for the study of conductance in 
molecules in units of the quantum conductance, since each measurement can be calibrated to a gold-to-
gold single atomic-chain junction. This technique has shown repeatable differences in conductance 
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between DNA molecules of different lengths61 and sequence composition,126 and, in this work, we use it 
to show a significant difference between the electrical behavior of canonical Watson-Crick strands and 
DNA duplexes with orthogonal binding chemistry.  
With experimental evidence that charge transport in native DNA decays over any meaningful 
distance,53,61 efforts have focused on approaches to increase DNA conductance by design. In particular, 
the development of metal binding schemes either through ion-coordinating pyrimidine-mismatch 
systems,75,77,120 or proposed schemes built on orthogonal nucleobases,82,88 have generated a great deal 
of interest in the role of electrically-functional nucleic acid nanotechnology. It has long been 
hypothesized that the discovery of metal-mediated base pairs would allow for the construction of 
electrically-active DNA elements, but prior to the development of the break junction technique (and 
other single-molecule device architectures), the lack of molecular resolution in conductivity assays made 
it difficult to study these systems. Until recently, chemical and thermodynamic characterization of 
orthogonal DNA chemistries prevailed. Structural studies on these systems121,129 and improved tight-
binding (TB) and density functional theory (DFT) simulations of canonical DNA130,131 suggested that the 
reduction of inter-pair distances, the hopping of electrons along bases with similar energy levels, and 
the depletion of dA:dT pairs could improve results in electron mobility. A key study showing the 
electrical functionality of guanine tetraplexes as a wide-bandgap-semiconducting material opened the 
door to direct electrical studies in altered-chemistry nucleic acids.30 
Building upon advances in metal-mediated pairing [11, 20], we insert silver (Ag+) ions into the helical 
gaps between mismatched cytosine bases to form molecular wires using the C-Ag+-C base pair. We 
utilize two complementary methods of single-molecule (SM) electrical assay: nanofabrication of 
electrode arrays and STM break junction analysis. Fabrication of molecular-scale nanoelectrodes is 
based largely upon lab-specific expertise, and builds on a long line of studies showing assembly and 
testing of nanoscale heterostructures 22,132-134. Complementary work by other groups has shown the 
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usefulness of blind and/or guided surface assembly on nanopatterned electrodes to drive electrical 
studies of molecular devices.30,135,136 In this work, we initially sought to build single-molecule devices 
based on the coupling of single-walled carbon nanotubes (SWCNTs) with orthogonal DNA nanowires, 
which could be assembled on “larger-scale” (~100-200 nm)  electrodes for the assay of these 
heterostructures. 
In parallel, a collaboration with Toomey, Xu and colleagues at Brown University produced an STM break 
junction system for the assay of electron tunneling through polycytosine nanowires. As described below, 
this was used to demonstrate significant difference between the electrical behavior of canonical 
Watson-Crick strands and DNA duplexes with orthogonal binding chemistry,62 obviating the need for the 
planar electrodes as a means to electrical characterization. Here we describe in full the process and 
results of the two methods. 
3.2. Nanofabricated molecular transistors 
3.2.1. CNT linking chemistry—a route to SM leads 
Palma, Penzo and Wind demonstrated the ability to open carboxyl groups on the terminal end of single-
walled carbon nanotubes for the linkage and assembly of diverse nanoscale heterostructures.22,137 This 
opened the door to both assemblies of DNA nanostructures with CNT-functionalized regions as well as 
bi- and trivalent CNT-molecule-CNT assemblies. Penzo demonstrated that functionalization of CNT pairs 
with a dsDNA molecule was attainable with proper reaction stoichiometry.138 In this study, we replicate 
the linkage of SWCNTs with dsDNA, and further attempt to combine this linkage with C:Ag+:C-containing 
DNA duplexes. The ultimate goal of this chemical assembly is to use carbon nanotubes as leads to access 
the internal rings or other axial conductive pathways in DNA without contact resistance conferred by 
resistive backbone states.  
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In order to perform this assembly, insoluble SWCNTs are functionalized by collaborators with 
ssDNA,134,139 which displays sequence-dependent adhesion to tubes of different chirality. In this way, 
DNA has been used to sort and purify SWCNTs and prepare them for aqueous reactions. A potential 
disadvantage of this approach is that transistors formed with DNA-wrapped SWCNTs as the channel 
have thus far exhibited low transconductance.134 This may be a result of defects formed in the 
nanotubes as a result of the ultrasonication used in the process or possibly the small diameter of the 
tubes themselves. 
Three linking chemistries are tested for CNT adhesion: terminal C6-amine functionalization (‘C6-amm’); 
1 nt 5’ guanine overhang for internal amine access; and unfunctionalized DNA, whose terminal 
nucleotides also possess amine groups that, when not participating in hydrogen bonds, may be 
accessible for kinetic reactions. Two DNA oligos were tested: first, the sequence used by Penzo, ‘EP26,’ 
(5’-CATTAATGCTATGCAGAAAATCTTAG-3’, 5’-CTAAGATTTTCTGCATAGCATTAATG-3’); and the second 11 
nt C11, the principal focus of STM break junction analysis. Linking amines were either supplied by 3’ 
amine linkers, overhanging purines, or without any modification to allow access to the terminal ring 
amine. 
A two-step reaction138 is employed in which 20 μL (1 nM) metallic, DNA-wrapped SWCNTs139 is mixed 
with 20 μL MES buffer (200 mM), EDC (4 mM) and sulfo-NHS (10 mM) for 30 min to functionalize the 
terminal end of the CNTs. dsDNA is annealed in 10 mM MOPS buffer and 100 mM NaNO3, with 5 min at 
95 ⁰C, followed by cooling to 25 ⁰C over 60 min and subsequent cooling to 4 ⁰C over 60 min. C11 
samples are annealed with 2x Ag+, introduced as AgNO3.  
The activated tubes are mixed with 20 μL 500 nM dsDNA and left to react for 24 hr. Unpaired dsDNA is 
removed through centrifugation in 100K Millipore Amicon filters (Sigma) at 10,000 RPM for 10 min. 
Activation of a second batch of 20 μL 1 nM SWCNTs in MES, EDC and sulfo-NHS is repeated for 30 min, 
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and the products are mixed with the DNA-bound tubes. The resulting molecules have been shown to be 
preferentially bivalent, with two SWCNTs and one dsDNA molecule per junction. Results of the 
hybridization are assayed via AFM on Si/SiO2 freshly cleaned with oxygen plasma (18W, Harrick) prior to 
drop casting in a humidified chamber. Representative 10 μm x 10 μm AFM images are collected of the 
surface and analyzed in ImageJ using the ‘Analyze Particles’ feature and internal circularity of < 0.4. The 
resulting data are plotted in histogram format in Figure 3.1, and average lengths and distribution can be 
found in Table 3.1. 
Table 3.1 Metallic EPbare EPamm EP-GG C11amm C11-AA 
Mean length (nm) 170 325 184 453 305 273 
Median length (nm) 138 281 158 351 227 231 





Figure 3.1: Coupling of SWCNTs and dsDNA variants, as assayed by AFM. A) Uncoupled metallic SWCNTs 
with no activation or DNA present. No tubes longer than 450 nm are observed. The average SWCNT 
measures 170 nm ± 108 nm. B) dsDNA sequence used by Dr. Penzo138 is employed without an amine 
linker to harness the amines of the terminal base rings. The average length of the SWCNT conjugate was 
325 nm ± 185 nm, with almost no tubes less than 200 nm in length. In addition, higher length conjugates 
corresponding to bi- or trivalent linking were also observed. C) Use of C6-amine linker increased the 
average length to 184 nm ± 115 nm, and eliminated all tubes less than 100 nm in length. Some longer 
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conjugates were observed. D) Use of a 3’ guanine overhang with the EP26 sequence increased the 
average length to 453 nm ± 306 nm, suggesting highly successful coupling between SWCNTs and the 
dsDNA. Many long conjugates observed, and the population of tubes shorter than 200 nm is severely 
depleted. E) The C11 sequence with a C6-amine linker saw tube length grow to 305 nm ± 209 nm with 
few tubes less than 100 nm. Long conjugates were observed. F) Use of a 3’ adenine overhang produced 
a population of tubes with an average length of 273 nm ± 145 nm, with a similar distribution. In sum, a 
variety of linkers were observed to successfully bridge the gap between SWCNT pairs. 
Overall, the shortest population of nanotubes observed was the unmodified, metallic SWCNTs, in 
keeping with results attained by Dr. Penzo.138 Whereas that study demonstrated an average value of 147 
nm ± 92 nm with the same tubes, differences in experimental and measurement protocol generated an 
average value of 170 nm ± 108 nm. Shared among all linking chemistries was the tendency to deplete 
the micrographs of short nanotubes, with global tube populations rising near or above 200 nm. This 
suggests that, for the most part, all SWCNTs are participating in a junction with another tube. In the 
metallic tubes, no long conjugates greater than 500 nm in length were observed. By contrast, all the 
linkers were able to produce some tube conjugates of greater than 500 nm lengths, and in the dramatic 
case of EP-GG linking, several tubes were measured at longer than 1000 nm. It is clear overall that the 
addition of a dsDNA linker is able to increase the length of SWCNTs by coupling the terminal carboxyl 
group with amines available on the DNA helix. It is notable that the amine need not be provided by an 
industrial linker—instead, purine base overhangs or even the terminal nucleobase amine groups seem 
sufficient to form a junction, though a more thorough investigation of the bond geometry is needed in 
this case. These results underscore the ability of natural amines on the DNA helix to form covalent 
linkages with high-energy functional groups, and they further suggest that a more efficient STM junction 
could be assembled without the use of a six-carbon linker.  
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Finally, it is likely that the measurement algorithm in ImageJ underestimates the length of the carbon 
nanotubes. AFM does not always produce feature maps with uniform height, and there are often breaks 
in the image that do not correspond to the end of a nanotube on the surface. Furthermore, the ability to 
measure internal diameter algorithmically breaks down when a tube makes a turn of high angle. In this 
case, many bivalent species may be under- or uncounted by the algorithm. A manual measurement of 
two representative images is shown in Figure 3.2, where metallic tubes (A) are compared with C11-AA 
junctions (B). The overall lengths are 242 nm ± 140 nm and 419 nm ± 255 nm, respectively, when 
sampled randomly across the image. In this counting, the length of both populations increases, but the 
number of > 500 nm nanotube junctions greatly increased in the presence of a linker. Better counting 
algorithms and the use of high-resolution AFM may resolve these problems in the future.   
 
Figure 3.2: Nanotube junction AFM, 10 μm x 10 μm. A) Unmodified metallic tubes shown with height 
data. Tubes are white lines, averaging 170 nm. B) SWCNTs with C11-AA dsDNA linkers shown in 
dissipation map to enhance contrast. Many tubes can be observed of > 500 nm length that display sharp 
bending or branching behavior indicative of dsDNA linkers. Average length from software is 273 nm for 
this population, but likely an underestimate due to branching phenotype. Many tubes longer than 500 
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nm and some longer than 1000 nm are observed. Manual measurements of A and B show lengths of 242 
nm ± 140 nm and 419 nm ± 255 nm, respectively. 
In sum, dsDNA with both canonical and orthogonal base chemistry can be used to link SWCNTs in chains 
of at least two molecules, and furthermore that linkage may take place with amine groups supplied by 
industrial synthesis, base overhang, or terminal base amines typically participating in helical hydrogen 
bonding. This chemical linkage provides a solid basis for electrical probing of the dsDNA molecule with 
metallic SWCNT leads. 
3.2.2. Device nanofabrication 
To promote the assembly of single molecules or groups of molecules onto planar electrodes, a device 
fabrication is carried out in four phases: 1) alignment mark fabrication and dicing; 2) electrode 
fabrication using electron beam nanolithography (EBL); 3) surface passivation and subsequent 
patterning; 4) molecular deposition and electrical assay. Alignment marks are fabricated in order to 
allow subsequent patterning over existing features—the ability to place features with nanometer 
precision requires exact positioning and calibration of existing device features. Indeed, the primary 
barrier to directed self-assembly into high-energy areas has been the stability of alignment marks under 
aggressive cleaning protocols, limiting downstream nanofabrication.138 Gold electrodes are subsequently 
fabricated with EBL using the alignment marks to precisely define the placement of large and small 
features. A gap of 100 nm between electrodes allows the assembly of one or several molecules to create 
a transistor. When directed surface assembly (DSA) is employed, the surface is passivated with 
polyethylene glycol (PEG) and a 2 nm-wide high-energy trench is subsequently etched into the nanogap 
to allow directed SWCNT placement. If the transistor employs several molecules, this step is omitted. 
The primary failure of most devices of this nature has been the precision of the trench relative to the 
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nanogap, owing to alignment mark blurring during fabrication. Finally, the molecules are deposited and 
measured electrically. 
a. Alignment mark fabrication on SiO2 gate oxide  
Alignment marks are 50 nm tall gold squares spanning 20 μm. A chromium underlayer of 2 nm is 
employed to ensure adhesion of the gold to the substrate. The substrates are oxidized Si wafers, which 
can serve as a gate electrode (the oxide is the gate dielectric) in a final device structure. A bilayer resist 
is employed to allow effective deposition of metal features after lithographic patterning. 
A silicon (100) wafer with 300 nm, undoped, N-type silicon dioxide layer, 3 in x 0.50 mm (SI-SO-
Ua76D05C1-300nm, MTI Corporation, Richmond, CA, USA) is cleaned in aged piranha (one part 
hydrogen peroxide to three parts concentrated sulfuric acid, cooled at RT for 90 min) for 5 minutes. The 
wafer is carefully removed from piranha and washed briefly in distilled water, then in ethanol. The 
surface is subsequently blown dry in an inert gas such as H2, N2 or Ar. The surface is coated in e-beam 
resist EL5 (Microchem, Westborough, MA USA) with a spin coater (4000 RPM, 2000 ACC) and baked for 
5 min at 180 ⁰C on a hot plate. A second layer of PMMA (495K A2, Microchem) is spun (2500 RPM, 1000 
ACC) and baked for 10 min at 180 ⁰C.  
Alignment mark patterns are then written using an electron beam lithography system (Nanobeam nB4, 
Cambridge, UK) at 37 nA using a dose of 12 C/m2. Development of the pattern is carried out for 120 s in 
cold IPA/MIBK 3:1 with gentle sonic agitation. In a high-vacuum e-beam deposition chamber (Angstrom 
EvoVac, Angstrom Scientific, Ramsey, NJ, USA), 2 nm Cr and 50 nm Au are deposited at a rate of 0.1 Å/s 
and 0.5 Å/s, respectively. Liftoff of the remaining PMMA is carried out in remover PG overnight.  
b. Electrode fabrication 
Electrodes are fabricated on 1 cm Si/ SiO2 chips with gold alignment marks. Again, a two-layer resist is 
used for optimal feature development and liftoff, and due to the disparity in feature size between the 
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pads (micrometers) and contacts (nanometers), the e-beam write is carried out in two stages. The 
following protocol was adapted from studies on CNT field-effect transistors by Dr. Erika Penzo.134,138 
To protect the surface of the wafer during dicing, a layer of PMMA 495K A2 is spun (2500 RPM, 1000 
ACC). The wafer is then diced into 1 cm chips using a cleanroom auto-dicing saw under distilled water 
stream (DAD3220, Disco Corporation, Santa Clara, CA USA). When the chip is ready for electrode 
fabrication, liftoff of the resist is performed in remover PG overnight. The substrate is then washed in 
acetone (10 s), isopropyl alcohol (IPA, 30 s), blown dry with N2, and exposed to oxygen plasma for 5 min 
(18W PDC-32G, Harrick Plasma Inc., Ithaca, NY USA). A layer of EL copolymer (Microchem) is spun 100 
nm thick (4000 RPM, 2000 ACC) and baked at 155 ⁰C for one hour. A subsequent 50 nm coat of PMMA 
495K A2 (Microchem) is spun (2500 RPM, 1000 ACC) and baked for 1 hr at 170 ⁰C. Electrodes are then 
written in two stages using an electron beam (Nanobeam), with large features writing at 37 nA, and the 
small features subsequently being written at 1 nA. The resist is developed in 3:1 IPA:DIW for 1 min at 
room temperature, exposed to oxygen plasma for 15 s (18 W, Harrick), and then deposition of 1 nm Ti 
and 50 nm Au is carried out in an e-beam deposition chamber (Angstrom Scientific) at a rate of 0.5 Å/s. 
Liftoff of the resist is carried out in remover PG overnight.  
c. CNT Deposition 
Two distinct methods of DNA-wrapped SWCNT deposition onto patterned electrodes are employed, 
depending on the application. The first method is a drop casting of CNTs randomly onto the surface to 
create a multi-tube CNT transistor. The second method, more broad-ranging in scope, involves creating 
high surface energy trenches in PEG-passivated substrates to direct single CNT assembly into desired 
areas. This directed self-assembly, developed by Penzo et al,134,140 offers the promise of heterogeneous 
single-molecule nanomaterial transistors for direct probing of molecular behavior. This method has 
suffered from high resistance in low-quality tubes, as well as feature loss during surface cleaning in an 
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attempt to reduce contact resistance. As successful devices in this work were only constructed with non-
directed assembly, we describe here only a random deposition protocol. Details of a similar DSA can be 
found in studies by Dr. Penzo.134,138 
A 40 μL droplet of (5,5) and (6,6) metallic SWCNTs is prepared in 0.1x TAE buffer, 0.25x DPBS buffer, and 
12.5 mM MgCl2. After liftoff, the chips are treated with 1 min oxygen plasma , and the CNT droplet is 
placed at the center of the substrate. A humidified chamber is prepared by wetting a Kimwipe and 
placing in a dish near the chip, sealing the dish, and allowing evaporation to occur slowly for at least 3 
hr. The chip is then washed in 1:1 EtOH:DIW for 10 s, and then incubated in 9:1 EtOH:DIW for 1 hr. 
Samples are then blown dry in N2 gas and stored in an airtight container until assay. 
3.2.3. Electrical assay, results, limitations 
Devices are subjected to voltage sweep using an Autoprobe system with Matlab script. Data are 
analyzed and devices are subsequently imaged by AFM to determine results of nanofabrication. A 
successful set of devices using randomly deposited SWCNTs reports conductance in the range of 100 nA, 
while a similar device with no tubes and a gold-bridged nanogap demonstrated conductance of 1 μA 
(Figure 3.3). A device fabricated by Dr. Penzo with single-molecule assembly demonstrated conductance 
in the range of 1 nA,134 corroborating data showing that successful devices produced here were bridged 
by many nanotubes. The feature height of the contacts made AFM assay of tube occupancy in the 
trench impractical, but a close look at Figure 3.3I shows the ‘ciliated’ phenotype of drop cast CNTs, 
suggesting that the 100-200x recorded conductance is, in fact, bulk nanotubes. By contrast, the device 





Figure 3.3: Nanofabrication and electrical assay of SWCNT transistors. A) A 10x5 array of devices is 
designed in L-Edit (Mentor Graphics, WIlsonbille, OR, USA) in a symmetrical grid, with 100 μm spacing 
on all sides between features. B) A single device consists of 100 μm gold pads with a tapered end. C) The 
terminal portion of the pads consists of 1 μm gold lines. D) The ends of the pads are separated by a 100 
nm gap over a distance of 1 μm. E) The gap is fabricated to accommodate one or many SWCNTs, 
depending on subsequent surface preparation. All gold features are 100 nm in height. F) After 
fabrication, arrays of devices can be seen via optical microscopy. G) A single device seen in detail shows 
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the overlapping region where the nanogap lies. H) Some devices are overexposed during electron beam 
writing, causing the pads to fuse across the gap. In the AFM micrograph shown, the contacts have 
uniform height. No nanotubes were added to this device. I) In a correctly-fabricated device, a clear gap 
is developed between the pads, demonstrating an effective width of 270 nm at its widest and 210 nm at 
its narrowest, deviating from the original design. Self-assembly of carbon nanotubes onto the surfaces is 
done without passivation layering, and as a result, nanotubes are ubiquitous at the edge of the contacts 
(yellow in scale) to produce a ciliated phenotype. It is clear that in this device, many nanotubes bridge 
the nanogap, though the AFM tip did not resolve to layout inside the gap. J) Voltage sweep of ciliated 
device in I shows metallic behavior across the nanotubes, with a conductance in the range of 100 nA. K) 
Fused electrodes (H) demonstrate similarly metallic curves with a magnitude of ~1 μA. Plots were 
generated in Matlab.  
As a platform, the ability to probe several molecules in a nanoscale transistor is quite powerful. With 
further development of the DSA protocol, better nanotubes, and some attention to the CNT-DNA 
heterostructure assembly, it may be possible to assay directly the conductive behavior of single C:Ag+:C 
DNA nanowires. This approach is time-intensive, and was put on hold after obtaining reasonable 
measures of conductivity from STM, as described below. 
3.3. STM break junction experiments: bridging the gap 
The STM break junction technique offers SM resolution with thousands of iterations within a span of a 
few minutes, generating statistical data on the performance of a molecular population. Comparison of 
conductance between molecules is typically done by measuring the behavior of gold-gold junctions, 
which typically exhibit conductance of one quantum unit:  𝐺0 =
2𝑒2
ℎ
 ≈ 77 𝜇𝑆. 
 In order to facilitate effective STM experimental design, several important factors need to be 
addressed, namely: noise reduction in instrumentation to allow pA sensitivity; surface preparation to 
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promote atomic flatness and feedback reduction during measurement; and molecular homogeneity 
both within the wires and in bond formation with the scanning. Strategies for overcoming these 
difficulties are addressed below, and suggestions for improvement in future iterations are considered. 
3.3.1. Device design 
The STM break junction used in this work141 used an ultrasharp gold tip made from sonication of a gold 
wire and subsequent washing with acetone and ethanol. Piezoelectric stage control was carried out 
using a trianglular waveform generator regulated by a Microdrive controlled and linear actuator. Voltage 
was applied through gold substrate at 300 mV. Noise reduction was carried out by a high gain amplifier 
to allow signal enhancement above background levels. The tool was set up to run using Matlab scripts 
and manual surface identification, as no imaging mode was available through the tool. Calibrated using 
gold-gold junctions, the most common conductance step was found to be G0. 
3.3.2. Linking chemistry 
The sample sequence used in this work is an 11 nucleotide (nt) polycytosine which can either form a 
silver-coordinating duplex with 11 Ag+ ions and two C11 oligos, or a native duplex with C11 and its 
Watson-Crick reverse complementary sequence, G11 (Table 3.2). This sequence is selected because it 
provides an excellent template and is the basis of previous molecular electronics work.62 While 
polycytosine oligomers suffer badly from alignment issues during annealing, the C11 oligo is short 
enough that it preferentially forms a duplex without an overhang.142 Longer polycytosines begin to form 
sticky-end-like duplexes that anneal into long chains—also interesting as electrical wires, but their 
length and inhomogeneity makes them unsuitable for straightforward electrical characterization. 
Furthermore, the C11 molecule demonstrates a very high thermal stability and shows a lack of 




Table 3.2: Oligonucleotide sequences for SPM assay 
Code Sequence Name Sequence with IDT DNA mod codes 
[1A] C11 thiol CCC CCC CCC CC /3ThioMC3-D/ 
[1B] G11 thiol GGG GGG GGG GG /3ThioMC3-D/ 
[2A] C11 amine /5AmMC6/ CCC CCC CCC CC 
[2B] G11 amine /5AmMC6/ GGG GGG GGG GG 
[3A] C11 overhang CCC CCC CCC CCA 
[3B] G11 overhang GGG GGG GGG GGA 
 
In order to perform direct electrical measurements or other operations on DNA duplexes, a chemical 
linker must be used to access the ring system or ion coordination chain inside the double helix (Figure 
1.2B, Figure 3.4). Every linker system has its advantages, but none offers the perfect electrical contact. 
Amines provide weaker coupling than thiols and are known to chelate silver ions, while thiols are 
unstable electrically and add noise into the measurement.143 To reduce the effects of chelation on bond 
availability, Ag+ not coordinating cytosine mismatches is precipitated out as AgCl (Figure 3.5). Standard 
linkers that are obtained commercially often come with three- or six-carbon spacers (C3, C6) between the 
DNA oligo and the functional group, providing steric accessibility but generating a good deal of contact 
resistance and reducing the measured conductivity of the molecule (see 126 vs. 61). Commercially 
available linkers are furthermore added to the phosphate backbone of these molecules and are 
consequently in direct contact with the least conductive part of the DNA molecule. Here we describe a 
single nucleobase overhang in which the native C6-site amine of adenine is used as a substitute for 
longer linkers. This allows an electrical contact directly into the ring system of the DNA and is at most 4-
6 Å from the ion chain in a terminal dC:Ag+:dC bond. When assayed via PAGE and thermal denaturation, 
the annealing profile of the molecules appears standard across the linker variants, suggesting that the 
bond chemistry does not disrupt ionic bond formation (data not shown). The STM studies utilized amine 
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linkers,62 but future studies may expect to measure increased molecular conductance by at least one 
order of magnitude through the use of natural ring amines.   
 
Figure 3.4: Linker chemistries. A) 5' C6 amine provides a stable link with higher resistance. B) 3' C3 thiol 
provides a more volatile link with lower resistance. C) Overhanging terminal adenines present primary 




Figure 3.5: Duplex annealing and ion localization. A) DNA strand with mismatches in the absence of Ag+. 
B) After annealing with Ag+, ions are coordinated between cytosine mismatches and also form weaker 
electrostatic interactions with phosphate groups on the backbone. C) Precipitation of AgCl does not 
perturb cytosine-coordinated ions but does strip Ag+ from the backbone. 
The DNA oligos themselves can be ordered from a variety of commercial sources, such as Integrated 
DNA Technologies (IDT, Coralville, IA, USA) or Elim Biopharmceuticals (Hayward, CA, USA). For 
convenience, the modification codes for IDT ordering are added to sequences in Table 3.2. To ensure the 
purity of the oligonucleotides and exclude any outlying sequences, the strands are either PAGE- and/or 
high-performance liquid chromatography (HPLC)-purified. Unannealed oligos are resuspended at a final 
concentration of 100 μM in nuclease-free distilled water and stored at most one year at -20 ⁰C. 
3.3.3. Atomically-flat gold surface preparation 
This section presents a protocol for sample surface preparation for scanning probe microscopy (SPM) 
measurements, focusing specifically on electrical assay of single-molecule conductivity through the 
application of a voltage bias between a metal SPM tip and a gold surface. These methods can include 
non-contact atomic force microscopy (AFM) modes such as: electrical force microscopy (EFM); static 
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charge (Kelvin probe) force microscopy (KPFM); contact-mode conductive AFM (cAFM); scanning 
tunneling microscopy (STM) modes such as imaging STM and break junction experiments; and hybrid 
techniques such as tapping-mode PeakForce tunneling AFM (PF-TUNA) (proprietary mode: Bruker 
Corporation, Billerica, MA, USA), which gathers quantum nanomechanical and electron tunneling data in 
tandem. What these scanning probe measurements have in common is the necessity for smooth, 
conductive gold surfaces for sample bias application and data acquisition. 
While AFM imaging may be reliably carried out on mica, any form of electrical measurement must be 
carried out on a conductive substrate such as gold. The degree of smoothness depends on the desired 
resolution and feedback-sensitivity of the SPM mode. As such, processing of the gold film is unnecessary 
in low-resolution modes such as KPFM and EFM; similarly, non-imaging STM such as break junction 
experiments can be reliably carried out without post-deposition processing due to the statistical nature 
of data analysis. Conversely, SPM modes requiring high-resolution, feedback-enabled imaging (e.g., STM 
and PF-TUNA) are unyielding and require atomically-flat gold. 
There are several methods for creating ultra-flat gold surfaces for SPM measurements; these generally 
involve deposition of gold on cleaved mica and the subsequent use of hydrogen flame annealing under 
nitrogen atmosphere at varying temperatures.144,145 These methods are effective at producing locally-
flat gold but suffer from low throughput. Deposition of gold usually carried out in a vacuum-sealed 
chamber in which individual samples need to be affixed to a deposition chuck. Mica offers true atomic 
flatness due to its surface grain, but it is impractical to cleave mica in chips larger than one centimeter in 
size. This restricts the number of samples that can undergo deposition at one time, which is frequently a 
time- and resource-intensive process. To circumvent the problem of throughput, we demonstrate here a 
protocol for forming ultra-flat gold films on three-inch silicon/ silicon dioxide (Si/SiO2) wafers that can be 
diced into 12 to 16 1-cm2 chips and subsequently processed. Depending on the size of the deposition 
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chamber, up to four wafers may be prepared at once, greatly reducing the time and cost of preparing 
imaging surfaces.  
a. Analysis of various thin film processes: assay of surface roughness using AFM 
In order to determine an effective thin film process for achieving atomically-flat or nearly-atomically-flat 
gold, we assayed the surface roughness of a wide variety of cleaning and deposition techniques via AFM 
(Table 3.3 and extended data in JSAME manuscript).107 Gold films were deposited using an electron 
beam evaporation chamber (Angstrom Scientific) (100-200 nm at 0.5 Å/s) on either: cleaved mica, 
Si/SiO2 chips cut with a diamond knife, or wafer-scale Si/SiO2. Films were tested both with and without a 
1 nm titanium adhesion layer for atomic lattice alignment. After deposition, surfaces were subjected to 
a variety of processing steps, including sonication, acid bath, oxygen plasma, flame annealing and 
controlled-temperature furnace annealing. Samples were then assayed by AFM (Dimension Icon, Bruker) 
using 2 nm nominal radius silicon nitride tips (spring constant 0.4 N/m, ScanAsyst-Air, Bruker) using a 
peak-force tapping mode (PF-QNM in Air). Representative 2 μm x 2 μm scans were analyzed for surface 
roughness: surface area, percent difference in surface area from 4 μm2; and line roughness: feature 
average height (Ra), root mean squared feature height (Rq), and maximum feature height (Rmax). These 
results can be visualized in Figure 3.6. Detailed process notes and AFM micrographs for each sample can 







Figure 3.6: Surface roughness of processed gold films. A) Percent difference in surface area of 2 μm x 2 
μm AFM scan from 4 μm2 on gold films with differential processing. B) Quantitative roughness 
measurement of height deviation average from flattened image (Ra) in the same AFM images. C) 
Maximum feature height in flattened AFM images (Rmax). Samples shown are (from left to right): cleaved 
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mica; manually-cut Si/SiO2; diced Si/SiO2 wafer; diced Si/SiO2 with 5 min oxygen plasma; diced Si/SiO2 
annealed in a gas flame; diced Si/SiO2 annealed in gas flame with nitrogen gas stream; diced Si/SiO2 
annealed at 300 °C in forming gas for 21 h; diced Si/SiO2 annealed similarly with 5 min oxygen plasma 
both before and after annealing. Detailed process notes can be found in Table 3.3. D-G) 2 μm x 2 μm 
AFM scans of representative surfaces. D) Titanium (1 nm) and gold (200 nm) are deposited on a clean 
Si/SiO2 wafer, diced using a dicing saw, and imaged directly after (“Diced” in A-C). Height scale ±11.5 nm. 
E) Threshold-processed micrograph reproduction of D with 2.5 nm height steps to illustrate surface 
levels. F) Titanium (1 nm) and gold (200 nm) are deposited on a clean Si/SiO2 wafer, diced using a dicing 
saw, annealed in forming gas at 300 °C for 21 h, and cleaned afterward for 5 min in a tabletop oxygen 
plasma tool. Samples were imaged directly after (“300 °C + O2” in A-C). Height scale ±4.3  nm. G) 
Threshold-processed micrograph reproduction of F with 2.5 nm height steps to illustrate surface levels. 
AFM images taken on a Dimension Icon AFM (Bruker). Data analyzed using NanoScope Analysis software 
(Bruker). 
b. Effects of dicing method on surface roughness 
To validate a high-throughput, batch deposition process, we compare the roughness of films grown on 
cleaved mica, Si/SiO2 wafers cut manually with a diamond knife, and Si/SiO2 wafers cut using an auto-
dicing saw found in many cleanrooms (e.g., DAD3220, Disco Corporation, Santa Clara, CA USA). The use 
of a dicing saw enables highly precise sample cutting, but the process itself involves the spray of 
deionized water, possible ionization of that water during dicing, and ultimately the deposition of silicon 
dust onto the gold surface. The samples themselves show more visible dust in a light microscope, but 
AFM imaging demonstrates only slight increase in surface roughness (2.45 nm to 1.47 nm) and 
comparable surface area (4.14 μm2 to 4.16 μm2) when contrasted with samples deposited on cleaved 
mica (Figure 3.6A-C, Table 3.3). Surface features have similar phenotype with nodes ~70 nm in diameter 
and ~10 nm in height. Like thin films on cleaved mica, silicon wafers diced using a dicing saw may be 
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appropriately flat for KPFM and break junction experiments but should be subjected to downstream 
processing for SPM modes that require gain and feedback modulation. 
c. Effect of surface processing after dicing 
After deposition of gold on whole wafers and use of the dicing saw, samples can be subjected to 
additional processing to increase the overall surface homogeneity of the gold film. The primary 
objectives of downstream processing are to produce grain-like surface features, rather than the rounded 
nodes produced during deposition, and to decrease the quantitative surface roughness to produce the 
best imaging substrate. Flame annealing, as suggested by various sources,144,145 proved to be an effective 
method for producing grain-like surface features with locally flat areas up to 500 nm (Table 3.3). 
Unfortunately, these surfaces demonstrated tall features at the grain boundaries of up to 100 nm 
without nitrogen gas, or 60 nm when annealed in a two-stage benchtop flame process with a stream of 
nitrogen. Repeating this process five times did not improve overall flatness (see Vecchioni, 2018,107 
Table S3).  
Other procedures such as acid cleaning and sonication were tested and did little to improve the imaging 
surface (Vecchioni, 2018,107 Table S2). We did, however, find that oxygen plasma in a tabletop plasma 
cleaner (18 W, Harrick) has the effect of smoothing out surface features—in the case of the rounded 
nodes produced by deposition, the surface of the nodes were made relatively flat, though the size and 
overall shape was not changed (Figure 3.6A-C, JSAME manuscript Table S2).107 This suggests that oxygen 
plasma smooths existing surface features but does not change the topography of these features. As 
such, oxygen plasma may be used to erode any tall features produced during surface processing. 
We tested the effects of controlled temperature annealing on the quality of gold films in a controlled 
furnace with constant application of forming gas (Ar/H2). While gold has a bulk melting temperature of 
approximately 1000 °C, a thin film will aggregate and cease to act as a surface at much lower 
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temperatures. We found that for a 200 nm gold film with a 1 nm titanium adhesion layer on Si/SiO2, the 
denaturation temperature is roughly 400 °C (Table S1).107 To test the effect of low temperature 
annealing, gold films were subjected to a temperature of 300 °C in forming gas and annealed for 21 h. 
The results demonstrate that surface flatness is lowest in samples annealed at 300 °C and cleaned with 
oxygen plasma both before and after annealing. Compared with unprocessed gold films, these samples 
exhibited a 70% overall reduction in area roughness (4.04 μm2 to 4.16 μm2) and line roughness (Ra 0.78 
nm to 2.45 nm), and comparable maximum feature height (27.1 nm to 25.3 nm) (Table 3.3, Figure 3.6A-
C). Surface phenotypes assayed with AFM show ~400 nm grains with ~5 nm boundary features in 
annealed samples (Figure 3.6XF-G), compared with ~70 nm wide nodes with ~10 nm edge features on 
unprocessed gold (Figure 3.6XD-E). In sum, the slow anneal at 300 °C appears to provide enough energy 
for gold atoms to migrate but insufficient energy for the formation of large clusters and surface 
degradation. Slow annealing has the overall effect of producing flat surface grains that are ideal for SPM 
imaging.  
d. Final protocol: atomically-flat imaging substrates 
Surface Cleaning  
The purpose of surface cleaning on Si/SiO2 wafers is to etch away any dust that may have been 
deposited on the surface in order to reduce the substrate to an atomically-flat crystal. The use of 
piranha solution allows for a thorough cleaning of surface dust, but it is also hazardous to the 
researcher. Pre-deposition oxygen plasma is a recommended but optional step, depending on whether a 
wafer can fit inside the given plasma cleaner. In general, oxygen plasma will remove organic residues, 
and, at relatively low power (18 W), cleaning should occur for at least three minutes, but can continue 
for any reasonable amount of time. 
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1. Prepare piranha solution in an acid-safe fume hood by slowly adding one part (10 mL) hydrogen 
peroxide (H2O2) to three parts (30 mL) concentrated sulfuric acid (H2SO4) in a glass dish that can 
fit your silicon wafer. Cover with perforated aluminum foil and label with caution markers and 
the time of mixing. Use extreme caution as the dish will be quite hot. 
2. Allow the piranha solution to age for 90 min. The glassware should be warm but no longer hot. 
3. While the piranha is aging, prepare two glass dishes, one with 40 mL deionized water, the other 
with 40 mL ethanol. 
4. Using acid-safe tweezers, place the silicon wafer in the piranha solution and leave it for 5 min to 
clean.  
5. Remove the wafer carefully from piranha and wash briefly in distilled water, then in ethanol.  
6. Blow wafer dry in an inert gas such as H2, N2 or Ar, letting the gas stream blow toward the 
tweezers. Store in an airtight container. 
7. Safely dispose of the piranha solution in an appropriately-labeled, acid-safe waste container. 
8. Clean wafer in oxygen plasma for 5 min (optional).  
9. Deposit 1 nm titanium (0.5 Å/s) followed by 200 nm gold (0.5 Å/s) using a cleanroom deposition 
chamber. 
Surface processing 
The purpose of surface processing is to reduce the surface roughness of the gold film that is acquired 
during deposition, during dicing, and by passive exposure to air, as discussed above.  
1. Cut the wafer into 1 cm2 squares using a cleanroom dicing saw. Store in airtight container until 
individual surfaces are needed. 
2. Remove individual samples from diced wafer using tweezers in cleanroom environment.  
3. Clean samples in tabletop plasma sterilizer (18 W) for 5 min. 
75 
 
4. Anneal samples in forming gas (Ar/ H2) for 21 h at 300 °C. 
5. Again, clean samples in tabletop plasma sterilizer (18 W) for 5 min. 
6. Store in an airtight container and use the surface for imaging within 48-72 h. 
Depositing the DNA nanowires 
In order to control for the effects of buffer salts on single-molecule conductivity, DNA samples may be 
filtered into deionized water, as in Toomey, 2016.62 STM break junction experiments on DNA have been 
performed on surfaces with both in buffer salt fluid as well as deionized water, and it is left to the 
discretion of the researcher whether this is a necessary step. DNA is not fully stable in salt-free 
solutions; therefore, after performing a buffer exchange, the sample should be deposited on an imaging 
surface as soon as possible to avoid degradation. In this protocol, we do not perform buffer exchange, 
but rather wash the imaging surface in deionized water after deposition of the DNA in order to remove 
residual salt. Samples producing images will need to have the solution concentration tailored to the 
image results—if messy, aggregated DNA is observed on the imaging substrate, consider dilution up to 
100x in nuclease-free water reduce surface density of DNA. An initial sample may use undiluted DNA or 
2-5x dilution as a first guess. 
1. Clean the surface in tabletop plasma sterilizer (18 W) for 3-5 min in order to remove any dust and 
increase adhesiveness of the surface. 
2. Within 30 s of removing from plasma cleaner, deposit 5 μL DNA sample in the center of the 
surface. Cover and set aside on the bench to allow the water (5-10 min). 
3. Wash surface by pipetting 10 μL nuclease-free water onto the surface. Wait 30-60 s and slowly 
wick the water off the edge of the imaging surface with a sterile cloth or wipe. 
4. Wash up to twice more, depending on surface salt density, as seen in the light microscope in 
your SPM. The surface should appear less dirty to the naked eye or under an optical microscope. 
76 
 
3.3.4. STM break junction assay and results 
The results obtained from the STM break junction measurements benefitted from neither an optimized 
binding chemistry nor an atomically-flat gold protocol. The use of C6 terminal amines and gold-on-glass 
evaporation was sufficient to generate data, but the curves were subject to noise and possibly reduced 
conductance as a result. However, comparison of canonical [dC:dG]11 and orthogonal [dC:Ag+:dC]11 was 
carried out with significant results (Figure 3.7). The canonical DNA oligomer demonstrated a molecular 
conductance in the range of 1 x 10-4 G0, which matches the range identified by other studies.61 In 
contrast, the polycytosine duplex showed two distinct levels, one at 1 x 10-3 G0, and the other at 0.5 x 10-
3 G0.  
 
Figure 3.7: STM break junction comparison of amine-linked canonical and Ag+-mediated oligonucleotide 
duplexes. A) Canonical, relatively-highly-conducting DNA sequence [dC:dG]11 (design shown inset) was 
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measured to have a conductance step of approximately 1 x 10-4 G0, or ~7 nS. B) Metal-pairing 
[dC:Ag+:dC]11 demonstrated conductance steps of both 1 x 10-3 G0 and 0.5 x 10-3 G0, or ~70 nS and ~40 
nS, respectively. Measurements taken by Emily Toomey while at Brown University. 
Xu et al perform similar measurements on native DNA and find that conductance decays with sequence 
length, and the 10bp sequence measured by their group conducts at 7.5 x10-5G0.61 Despite differences in 
experimental setup, it is notable that the 11bp control duplex presented here has a conductance of the 
same order at 6.8 x10-5G0 (Figure 3.7A). Charge transport is likely slightly lower in the Xu work, possibly 
due to the presence of two A-T pairs at the center. It has been shown that stacked guanine bases have a 
lower resistance than other geometries, and it is thus reasonable that an 11bp sequence comprised of 
consecutive G and C bases would perform similarly to a shorter strand with a conductance bottleneck. 
Though the tests performed by Xu et al are done through an aqueous layer of buffer salts, the similarity 
in results between our two groups suggests that the control sequence studied here provides a reliable 
baseline for DNA conductance. This supports the conclusion that the enhanced charge transport in 
silver-paired strands—behavior characteristic of much shorter strands—is not a system artifact; rather it 
represents a significant finding specific to core-functionalized DNA.   
There remains, however, a core measurement feature that requires further experimental analysis: there 
exist two distinct peaks for polycytosine wires. This could be the result of several factors. One possibility 
is that repetitive measurement of the same molecule may introduce stretch and or breakage into the 
DNA helices over iterative timescales. This may also be related to ion displacement by the tip, in which 
the scanning probe first makes contact with the terminal end of the nanowire, displaces and binds an 
ion, and subsequently forms a junction with the C11-Ag+10-C11 conjugate, demonstrating an effectively 
reduced conductance. Furthermore, a study by Swasey et al142 analyzes the yield of C11 nanowires via 
electrospray ionization mass spectrometry (ESI-MS) and determine that the resulting oligomers are far 
from uniform: in the same way that C20, C30, C40 and C50 demonstrate promiscuous annealing 
78 
 
properties owing to their unconstrained annealing frames, C11 annealed with equimolar Ag+ formed a 
duplex with only 10 Ag+ ions in ~20% of all duplex molecules, and ~9 Ag+ ions in 2% of duplexes, while 
C11-[Ag+]11-C11 accounted for only 40% of all measured DNA oligos, the rest presumably comprising 
hairpins, daisy chains, monomeric strands and broken material. While the protocol did not benefit from 
Mg2+ or buffer alterations used here, the trend of poly-phenotypic annealing is telling. Indeed, whether 
introduced in annealing or subsequently by the forceful removal by a scanning probe, it is likely that 
defects account for the two conductance modes seen in Figure 3.7. In sum, it is probable that the higher 
conductance value of 1 x 10-3 G0 corresponds to a defect-free, 11 bp DNA nanowire, while the reduced 
value of 0.5 x 10-3 G0 described a defective state of the 11 bp DNA nanowire with one chemically-, 
electrically-, or kinetically-liberated silver ion. Experimental corroboration of this hypothesis could be 
carried out through ESI-MS, per Swasey, or through analysis of the C11 oligomer at each stage of the 
process for defect introduction, much as was done for nanocluster analysis.  
To conclude, it is apparent that the introduction of Ag+-cytosine bonds increases the molecular 
conductance by introducing resonant states or pathways unavailable to canonical, ring-delocalizing, DNA 
oligonucleotides. Further study is warranted to elucidate the exact conducting behavior and the effects 





DNA by Design: De novo computational framework for DNA 
sequence design and nanotechnology 
 
“To succeed, planning alone is insufficient. One must improvise as well.” 




4.1. Use of Computational Modeling in DNA Sequence Design 
 
4.1.1 DNA hybridization by design  
 
DNA hybridization is an emergent property that is predicated upon the base complementarity of two or 
more oligonucleotides. The formation of a double helix or other nucleic acid heterostructure requires 
the association of typically more than three complementary nucleotides via hydrogen bonding. 
Qualitative analysis shows that in Watson Crick (WC) pairing environments, deoxyadenosine (dA, or A) 
will form two hydrogen bonds with deoxythymidine (dT, or T), while deoxyguanosine (dG, or G) will form 
three hydrogen bonds with deoxycytidine (dC, or C). The introduction of the metal ions Ag+ and Hg2+ will 
mediate the formation of homonucleotide bonds between opposing C and T bases, respectively.75,94 
Formation of consecutive antiparallel (5’-3’: 3’-5’) base pairs will allow the assembly of a B-form double 
helix, which has a periodicity of 10.4 base pairs (bp), or 3.57 nm in neutral pH.146 
Alternative structures can be formed, by either forcing parallel base pairing (5’-3’: 5’-3’) to form a left-
handed Z-form helix;28 by dehydration to form an A-form helix;147 or through the introduction of 
homonucleotide repeats, such as polycytosine assumption of an i-motif structure at acidic pH,29 or 
polyguanosine assumption of a tetraplex helix over long distances in the presence of divalent 
counterions.31 More fundamental to the self-assembly of macromolecular nanotechnology, proper 
design of multi-oligo systems can allow for helical branching, an idea first proposed in 1982 by Nadrian 
Seeman, and which has been expounded upon many times over in subsequent decades.38,123,148 Complex 
structures, called DNA origami, have been subsequently created using large ssDNA viral plasmids and 
hundreds of short (20 nt) staple oligos to pinch the template into desired conformations, a technology 
invented by computer scientist Paul Rothemund in 2006.39,116 
With only four nucleotides to work with, and only two base pairs, the design and construction of DNA 
oligos with long-range fidelity is a significant challenge. In the same way that single amino acid 
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mutations can inhibit proper protein folding to generate disease states, imprecise DNA sequence design 
can promote the formation of thermodynamic mush, rather than meticulously prepared lattices or 
networks.  
Each DNA nanotechnology group has their own method for sequence design, driven by a need to 
promote hybridization over tens of nanometers with ever-increasing geometric complexities to form 
vast arrays of two- and three-dimensional structures, including rings, coils, crystallographic arrays, and 
semiconducting cubes.40,43,45,71,122,149 The Seeman lab utilizes a legacy sequence design algorithm written 
in Fortran, while Rothemund has utilized a variety of computational tools to design non-interfering 
oligos for their origami structures, first using unpublished Matlab code, and then switching to origami 
tool caDNAno.150 A field-unifying, modular sequence design tool has yet to emerge that covers the 
diverse needs of researchers, though there are many examples of software packages that address 
different stages of the design process. 151-154 
Comprehensive oligonucleotide design parameters were driven largely by the expanding needs of 
molecular biologists and the researchers at the forefront of the Human Genome Project: it was 
necessary to design DNA and RNA primers to amplify particular fragments of DNA.155 The design of 
effective polymerase chain reaction (PCR) primers required the application two critical pieces of 
information: 1) the oligo dissociation temperature or melting temperature and subsequent matching 
within +/- 2 ⁰C of the melting temperatures for the forward and reverse primers; and 2) the exact size, 
and subsequent minimization of, unwanted primer heterostructures, or ‘primer dimers.’151 Modern 
software packages for molecular biology include primer design tools that execute iterative optimization 
to fix these two parameters.  
The requirement of accurate, sequence-specific melting temperatures produced a strong drive to fully 
elucidate nucleic acid thermodynamics, while the need to design DNA sequences with ever-increasing 
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genetic databases covering millions of nucleotides spurred the development of machine learning and 
iterative optimization approaches to multi-objective algorithmic design. 
4.1.2 DNA thermodynamics 
 
It was realized early on that the individual nucleotides in long oligo chains were not linearly-
independent; rather, there are adjacency effects along the chain unrelated to the contribution of 
hydrogen bond energy in base pairs. The best example of this resulted from analysis of dG:dT 
mismatches, which are considered a wobble base pair generally recognized and excised by DNA repair 
enzymes.108 The confounding effect of GT mismatches on overall strand formation served as a model for 
eventual analysis of adjacency, where sets of three consecutive nucleotides were analyzed in a frame, 
using the 3-nt codon/anti-codon set found in the ribosome as a template.  
It was through painstaking thermal denaturation analysis performed via UV-Vis spectrophotometry in 
the SantaLucia laboratory in the late 1990s that a nearest-neighbor model of DNA assembly was 
elucidated, using sets of two—not three—adjacent nucleotides summed axially along the 
oligonucleotide.101,108 In this approach, each pair of adjacent bases contributes to the energy profile of 
the oligomer, such that the energy contribution of each nucleotide will be accounted for twice: once for 
each neighboring DNA base. The terminal bases, left out of this accounting regime, instead contribute 
strand initiation and termination energies, namely the energy required to form the first base pair and 
break the last base pair in a DNA duplex. Extensive analysis showed that each set of nearest neighbors is 
linearly independent, providing a unique enthalpic, entropic and energetic contribution. Studies soon 
followed to add corrections for ribonucleic acid (RNA), locked nucleic acid (LNA) and mixed, non-specific 
bases.156,157 In this way, the free energy of any duplex or primer dimer could be calculated to a high 
degree of accuracy. 
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Unfortunately, a reasonable extension of the relatively simple free energy calculation to duplex melting 
temperature was not achievable. Simplistic formulas for melting temperature prediction were utilized, 
one of the most popular using the energetics and the concentration:158 
𝑇𝑚𝑠𝑖𝑚𝑝𝑙𝑒 =  
∆𝐻
∆𝑆+ 𝑅𝑔𝑎𝑠log [𝑜𝑙𝑖𝑔𝑜]
    (1) 
In (1), ∆H represents the nearest-neighbor sequence enthalpy, ∆S represents the nearest-neighbor 
entropy, Rgas is 1.987 cal/Kmol, and [oligo] is the concentration of the oligomer in moles/L. The final 
temperature in degrees Kelvin is independent of any contributions of salt stabilization and pH, and is 
therefore only useful as a reference number in very rough calculations. Other forms of this equations 
began to surface, using the GC concentration, the Na+ concentration, and other factors, but it was the 
DNA sequence design companies, in an effort to provide reliable, competitive products, who funded and 
carried out the experiments necessary to identify a comprehensive formula for buffer-specific melting 
temperature in arbitrary oligonucleotides. 
Working with oligonucleotide synthesis company IDT-DNA to predict primer melting behavior for 
customers, Owczarzy and colleagues provided the most complete melting analysis of nucleic acids to 
date.102 This model corrects for buffer counterions at intermediate concentrations by separating 
samples into three regimes based on the ratio of monovalent to divalent cation buffer species (constant 
R, in their literature). Different constants of varying complexity are applied in Na+-heavy, Mg2+-heavy, 
and balanced situations, relying on the oligo concentration, salt concentration, pH, and GC content 




Figure 4.1: Reproduction of Figure 8 in Owczarzy, 2008102 in Matlab, where oligonucleotide 5’-
TGGTCTGGATCTGAGAACTTA-3’ is analyzed. A) Ion fraction R is calculated using the formula: 
√[𝑀𝑔2+] [𝑁𝑎+]⁄ , and three parameter regimes are shown in blue, green and yellow. B) The counterion-
dependent melting temperature is calculated. 
The behavior profile was elucidated using nonlinear fits and correction parameters that are not intuitive 
in the way of Allawi and SantaLucia’s nearest-neighbor model of free energy. Though highly specific, 
these formulas do not work for all oligos in all aqueous environments: homobase repeats, low 
concentrations of counterions, or the presence of other stabilizing and destabilizing molecules, 
modifications and substrates do not perform according to this model. 
The application of both nearest-neighbor and melting temperature analyses does not extend to 
orthogonal base pairs: a full nearest-neighbor energy profile of the dC:Ag+:dC pair has not been 
elucidated, leading researchers to simply correct the predicted melting temperature of mismatched 
oligonucleotides by adding 1-2 ⁰C per metal base pair. This practice does not fully take into account 
metallophilic attraction between silver ions,78 which would contribute adjacency effects outside the 
two-body problem of nearest-neighbor calculations, though initial studies suggest that reaction 
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favorability of a second ion is drastically reduced after a nearby ion is intercalated.77 These factors 
suggests that a nearest neighbor model may require knowledge of the opposing oligomer to allow for 
base pair and intercalant corrections, greatly increasing the overall number of variables and the 
complexity of the calculation. 
4.1.3 Sequence optimization via genetic algorithms 
 
Genetic algorithms (GAs) were first described by Dr. John Holland in the 1960s as an optimization tool 
based on observations of evolutionary biology.159 The premise of GAs, and most optimization 
algorithms, involves assessing the strength, or fitness, of a particular solution to a problem. Like 
elementary guess-and-check methods, slight variation, or mutation, is applied to a solution. The relative 
fitness of the new solution is assessed, and over successive iterations, the fitness landscape is mapped 
to find local or global fitness maxima—the optimization algorithm seeks better answers through 
iteration. The primary difference between guess-and-check methods and GAs is the number of parallel 
solutions. Like in population biology, a set of solutions is initialized, fitness analyzed, and tournaments 
carried out to produce new generations of the population. In order to promote solution diversity, 
successful tournament winners exchange information to allow independent assortment of solution 
characteristics.  
The linear DNA sequences in primer and nanostructure design make the analogy to living systems highly 
useful. Use of mutation and crossover in silico directly corresponds to natural DNA design and 
optimization. As such, GA tools are particularly well-suited to evolutionary optimization. The challenge 
to developing in silico models of DNA optimization lies in defining a fitness function that is both simple 
to calculate and well-suited to the design objectives. Unlike in living systems, the computational 
researcher does not have the luxury of hour- or yearlong generations over which to assess DNA 
sequence fitness. The fitness of a particular solution, or set of DNA sequences, is necessarily subject to 
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more than one criterion, and can include: melting temperature, heterodimer size, guanine repeats, etc. 
There are several strategies for taking a multi-objective fitness function and producing a simple, 
comparison-based algorithm to assess relative fitness. The most common heuristic involves condensing 
the many criteria into a single numerical score based on the relative importance of the different design 
criteria.160 In doing so, the various objectives are assigned variable weights, and sorted according to 
numerical size. A GA iterator may be designed to either maximize or minimize this fitness score, 
depending on the nature of the criterion. 
The primary drawback of GA tools lies in this definition of this multi-objective fitness function. If there 
were only one criterion and a continuous fitness landscape, as in the problem: ‘minimize the distance 
from the square root of 200,’ there would be little trouble in attaining a highly precise near-best 
solution. The use of a multi-objective fitness score with weights makes the fitness landscape 
discontinuous: once a change occurs to increase the highest-weight criterion, solutions are boxed into 
this corner of the fitness landscape, preventing any true global optimization of lower-weight criteria. 
The fitness hill-climbing function becomes a stair-climbing function, where it is improbably that the 
iterator will climb back down to get around a block in the landscape. In this way, multi-objective GAs 
frequently find only local, rather than global fitness maxima.  
To combat the intractability of local fitness maxima, evolutionary algorithms turn to population 
dynamics, introducing diversity artificially. This takes the form of randomization or hypermutation, niche 
penalties based on population similarity, and, most importantly, gene flow. Randomization involves the 
formation of a small number of new solutions in a population with a much higher mutation rate than 
average to introduce diversity. While potentially quite useful, large tournament sizes will forcibly 
exclude these solutions from passing on information. Niche penalties involve increasing the global 
mutation rate when the overall similarity reaches a critical value. In the case of oligonucleotides, this 
may be assessed via the mean squared distance from the average sequence value at a particular 
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position. Depending on the size of the steps in the fitness score, this approach may introduce diversity, 
or simple nudge the average solution only temporarily away from the local fitness maximum, only to 
return in several optimization iterations. 
The two most successful approaches to diversity include elitism and gene flow. Elitism is a method that 
allows for greater mutation rates by saving a small number of the fittest solutions in each generation 
without any modification. In this way, the best solution is not lost while the general population can be 
subjected to higher rates of change to promote diversity. There are several methods for applying elitism, 
but the simplest in the context of DNA design is simply copying without mutation.160 As in population 
biology, diversity can be introduced into an isolated population through the introduction of new, 
medium-fitness, individuals. In this way, gene flow is used to combat genetic drift, or niche creation. 
There are several established methods of information exchange, but all rely primarily on optimizing 
several independent populations and exchanging information either at distinct intervals, or after the 
simulation in a subsequent ‘F2 cross.’160 Crossing the best solutions in several populations in a follow-up 
simulation pits solutions clustered around distinct fitness maxima against one another, allowing for a 
more granular blending of characteristics at different levels in the fitness function. While there is no 
approach that completely fixes the diversity problem, a pointed combination of these strategies may 
lead to the identification of near-best solutions, given sufficient computational resources. 
Several tools for primer design by GA already exist,150,151,161 and they rely on a multi-objective fitness 
function that weighs melting temperature, relative length, and dimer size between forward and reverse 
primer pairs. This relatively simple fitness approximation relies the primary assumption that any ~20 nt 
primer will have only one target site in a prokaryotic or eukaryotic genome, and the calculation restricts 
heterodimer analysis to the primer oligonucleotides only, excluding effects of off-target dimerization on 
fitness calculation. This significantly speeds computation, allowing for a swift identification of primers in 
gene targets in the context of thousands to millions of nucleotides. Conventional DNA synthesis 
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techniques at companies like IDT DNA are ~99% efficient at adding a correct nucleotide to a growing 
oligo, meaning that for each nucleotide letter in an oligonucleotide sequence, there is a compounding 
1% chance of an improper base. In 2019, synthesis of 25 nmol of a 20 nt primer cost ~$7. Subsequent 
purification of the sequences via gel electrophoresis (PAGE) or liquid chromatography (HPLC) at the 
same company cost an additional $60. Due to the relaxed specificity needs of PCR, primers are generally 
not purified—99% sequence specificity over 20 nt leaves ~80% primer accuracy to perform PCR 
(0.9920 = 0.82). Over successive amplification, defective primers remain inert. Assuming a reasonable 
concentration of correctly-synthesized primer, the reaction will run without oligo purification. As a 
result, the low cost of 20mer oligonucleotides allows for occasional off-target dimerization, and primer 
failure, meaning that a computationally-efficient fitness approximation is good enough for the problem 
statement in PCR.  
By contrast, in the case of DNA nanostructure design, any off-target dimerization will cause the failure of 
structural assembly. The critical regions for crossover between two adjacent helices is 4 bp, and highly 
conserved between different laboratories (almost always CAGG:CCTG).20,148,162 Any deviation from this 
sequence and the crossover will not occur, necessitating purification of oligos after synthesis: a lattice 
built with 30mers will be unable to polymerize without removing the 27% failed product. The time and 
cost of purification thus makes the penalty of using a relaxed fitness calculation far more prohibitive. To 
mitigate this much tighter problem definition, a more robust fitness calculation and accompanying 
genetic algorithm toolbox are required.  
There exist a variety of tools for DNA nanotechnology design, often with an emphasis on aiding 
definition of sequence geometry (e.g. caDNAno,150 industry standard). The sequence generation tools 
are quite relaxed, and there does not yet exist a convincing tool for specifying conserved regions of DNA 
for the purposes of crossover sequences, hairpin formation, or importantly, the incorporation of 
orthogonal base pairing.  
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In this chapter, we present a new computational model with the goal of bridging the gap between 
structure topology and the sequences that exist within that framework. This model seeks to ultimately 
provide a generalizable, geometry-informed platform for sequence generation with diverse design 
criteria and base pairing environments for nucleic acid nanotechnology applications. 
4.2. Computational Analysis of Nanostructure Composition 
 
A de novo computational platform for DNA sequence analysis is derived and described from first 
principles. This platform is built from the perspective of modular nanostructure design, though it can be 
used in both branched and linear applications. Formulas are written to be independent of Watson-Crick 
parity and make note of any base pairing assumptions that are made in their derivation. 
4.2.1. Nanostructures, nodes and sequences 
 
Let M be a DNA nanostructure composed of a finite number of oligonucleotide sequences (S) where S ∈ 
ℕ* for ℕ*= {1, 2, …}, which bind together in topological units called nodes (N) for N ∈ ℕ*. M is a structure 
with L total base pairs, where L ∈ ℕ*, and the nodes in this network have lengths Li in base pairs (bp) for i 
∈ [1, N]. A network with one node is considered an unbranched duplex. By convention, a node is 
considered to be double stranded (ds), where each oligonucleotide (ni) is bound to its logical 
complement (n̄i) in a base pair (bi), where bi = [ni:n̄i], though some nodes may be single-stranded (ss) by 
design. 
 
DNA network M can be drawn conventionally using its continuous oligonucleotide sequences (Figure 
4.2A), but can be more robustly analyzed using a nodal model (Figure 4.2B), where a node contains a 
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simplex or duplex with internally consistent pairing rules, chemistry, geometry, and has connections to 
other nodes from its template and complement strands, and its 5’ and 3’ ends: 
 
Figure 4.2: Representations of a Holliday junction, A) in sequence format with four sequences Si for for i 
∈ [1, 4], and B) in node format with four nodes Nj for for j ∈ [1, 4]. The primary difference between 
these modes of representation is that the geometry and complementarity is carried on individual 
nucleotides in sequence format; whereas the nature of node-based representations omits the need for 
complementarity indicies and just tracks the connections, or geometry, at the edges of the nodes. 
Complementarity in nucleobases typically follows the binding of one purine (R) to one pyrimidine (Y) in 
the following set of Watson-Crick (WC) rules: { [dA:dT], [dG:dC], [rA:rU], [rG:rC] }, where dni is a 
deoxyribonucleotide, and rni is a ribonucleotide. Orthogonal base pairs can break the symmetry of WC 
pairing, as in the case of metal base pairs { [dC:Ag+:dC], [dT:Hg2+:dT] }. The difference in nucleobase 







In order to self-assemble N nodes from S oligos, analysis of nucleobase sequence must be performed to 
bias the energy landscape toward the desired geometry. This requires analyzing M for its 
heterostructures (d), or unwanted binding configurations, with length Ld. Analysis of homo- and 
heterodimers is carried out by aligning component strands of S or N and comparing each base in varying 
frames. An alignment frame (k) can be defined as the juxtaposition of two oligonucleotides, one in the 
5′-3′ orientation and the other in 3′-5′ orientation, with fixed base correspondence, where k will be a 
frame of ksize potential base pairs. Two complementary oligonucleotides of length LN will form a perfect 
dimer of size Ld = LN with perfect alignment by design (see (1) above).  
A homodimer is a kinetic trap for an oligonucleotide in which it is able to bind to itself in a misaligned 
frame, as with single-stranded oligo Sa of length La = 11 nt, ksize = 9 bp, Ld = 3 bp: 
 
A heterodimer can be defined as the inappropriate binding of two disparate oligonucleotides, as with 
single-stranded oligos Sb and Sc  of lengths Lb = 11 nt, Lc = 14 nt, ksize = 11 bp, and Ld = 7 bp: 
 
4.2.3. Oligo slip 
 
Testing for inappropriate heterostructures requires comparison of nucleotides with different alignment 
frames, in which 'slip' can be defined as the size of the 5′ or 3′ overhang of the first sequence. Slip can be 





Scheme (5) shows the top strand slipping to the right two nucleotides relative to alignment, while (6) the 
top strand slipping to the left three nucleotides. These two slip conditions can be called forward and 
backward slip (sf and sb), respectively. The case where two strands are aligned in the correct frame can 
be called a special case of forward slip, where sf = 0. To avoid repeat comparison, the case where sb = 0 is 
disallowed. A general formula for slip can be derived from the following example, where two sequences 
(Sa, Sb) with unequal lengths (La = 5 nt, Lb = 3 nt) are aligned in all possible frames: 
 
Forward slip begins with frame alignment and proceeds until the first nucleotide in Sa (5′-3′) corresponds 
to the last nucleotide in Sb. Slip values can be tallied: sf = [0,1,2], while sb = [1,2,3,4]. Frame sizes can be 
written as an array: ksize = [3,2,1] for forward slip; and ksize = [3,3,2,1] for backslip. The relationship 
between these arrays can be formalized as follows. The maximum forward slip value is one less than the 
length of the second sequence: 
 (8) 𝑠𝑓 ∈ [0,  𝐿𝑏 − 1] 
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Backward slip follows a similar convention, avoiding perfect frame alignment: 
 (9) 
4.2.4. Frame alignment 
 
There is one alignment frame per slip condition. With (8) number of alignment frames (krange) in forward 
slip can be expressed as the total number of nucleobases on the second strand: 
 (10) 
The number of backward alignment frames corresponds with the number of nucleobases in the first 
strand, disallowing a slip of zero: 
 (11) 
The alignment frames for comparison will have varying sizes, depending on whether slip is forward or 
backward, and which sequence is longer, and can be defined in the following manner: 
 (12) 
For forward slip conditions where Lb > La for kj ∈ ksize, kj may be written as an array with a formula in two 
halves. The first part of ksize is simply the length of the smaller sequence, written out for the length 
differential between the two sequences: 
 (13) 
The second part is the decay of the previous length to the minimum frame size, 1: 
 (14) 
𝑠𝑏 ∈ [1,  𝐿𝑎 − 1] 
𝑘𝑟𝑎𝑛𝑔𝑒 = 𝐿𝑏   
𝑘𝑟𝑎𝑛𝑔𝑒 = 𝐿𝑎 − 1  
𝑘𝑠𝑖𝑧𝑒 = [𝑘1 … 𝑘𝑗 … 𝑘𝑛];       𝑛 = 𝑘𝑟𝑎𝑛𝑔𝑒  
(𝑘𝑗)𝑗∈[1, 𝑛−𝐿𝑎+1]
= 𝐿𝑎   
(𝑘𝑗)𝑗∈[𝑛−𝐿𝑎+2, 𝑛]
= 𝐿𝑎 − (𝑗 − (𝑛 − 𝐿𝑎 + 1))  
(𝑘𝑗)𝑗∈[𝑛−𝐿𝑎+2, 𝑛]
= 𝑛 − 𝑗 + 1 
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For backward slip alignment with La > Lb, ksize may again be written as an array in two parts. The first 
section is again the length of the shorter sequence written for the length differential between the two 
strands: 
  (16) 
The second part of the array contains frames of decaying size from Lb to 1: 
 (17) 
Whereas when La ≤ Lb, we have a single expression for kj in ksize: 
 (18) 
The relationship between length, slip and alignment is summarized in Tables 4.1-4.2 below. 





Slip values sf  (8) 
Number 
of frames 
krange, n  (10) 𝑘𝑟𝑎𝑛𝑔𝑒 = 𝐿𝑏  
(𝑘𝑗)𝑗∈[1, 𝑛] = 𝐿𝑏 −
(𝑗 − 1)  
(𝑘𝑗)𝑗∈[1, 𝑛] = 𝐿𝑏 − 𝑗 + 1 
(𝑘𝑗)𝑗∈[1, 𝑛−𝐿𝑏+1]
= 𝐿𝑏   
(𝑘𝑗)𝑗∈[𝑛−𝐿𝑏+2, 𝑛]
= 𝐿𝑏 − (𝑗 − (𝑛 − 𝐿𝑏 + 1))  
(𝑘𝑗)𝑗∈[𝑛−𝐿𝑏+2, 𝑛]
= 𝑛 − 𝑗 + 1 
(𝑘𝑗)𝑗∈[1, 𝑛] = 𝐿𝑎 − 𝑗 















Slip values sb  (9) 
Number 
of frames 








4.2.5. Nucleobase comparison indices 
 
With these definitions in hand, exact formulas can be written for nucleobase comparison indices at 
prescribed slip conditions. The nucleobases to compare can be written in a visually simple manner where 
the first base index of SA is at the 5’ end, and base indices for SB start at the 3’ tail—a process akin to 
flipping the ‘complement’ sequence for the reader (see Figure 4.3). Implementing this formula in silico is, 
however, impractical: the cost of transposing a sequence array of size 11 (one helical turn) in the Matlab 
environment is approximately 1 μs. We will investigate the number of operations below, but for any 
iterative algorithm, this operation should be avoided. As such, we write formulas for comparison of two 
oligonucleotides with both sequences written in the 5’ to 3’ direction. 
𝑘𝑗 {
(𝑘𝑗)𝑗∈[1,   𝑛]
= 𝐿𝑏 − 𝑗 + 1                                                                𝐿𝑎 ≥ 𝐿𝑏
(𝑘𝑗)𝑗∈[1,   𝑛−𝐿𝑎+1]
= 𝐿𝑎 ,     (𝑘𝑗)𝑗∈[𝑛−𝐿𝑎+2,   𝑛]
= 𝑛 − 𝑗 + 1          𝐿𝑎 < 𝐿𝑏
 
𝑘𝑗 {
(𝑘𝑗)𝑗∈[1,   𝑛−𝐿𝑏+1]
= 𝐿𝑏 ,     (𝑘𝑗)𝑗∈[𝑛−𝐿𝑏+2,   𝑛]
= 𝑛 − 𝑗 + 1          𝐿𝑎 > 𝐿𝑏
(𝑘𝑗)𝑗∈[1,   𝑛]
= 𝐿𝑎 − 𝑗                                                                        𝐿𝑎 ≤ 𝐿𝑏
 
𝑠𝑏 ∈ [1,   𝐿𝑎 − 1] 




Figure 4.3: Using a simplified formula to compare two sequences requires the transpose of the second 
sequence into the 3’-5’ orientation. This transpose costs ~N operations per slip frame, and at worst N2 
total operation for all slip conditions. A more efficient algorithm can be written without conversion to 
SBT, where the formula for indexing in SB begins from the end of the sequence, rather than the start. 
Performance analysis of this reverse indexing algorithm is carried out in Section 4.2.9.d. 
We define the variable m as the position within the alignment frame, or the number of nucleobases 
from the leftmost (5’) base in sequence SA. According to Figure 4.3, the comparison position in SA, am, 
will proceed from the 5’ end, while the comparison index in SB, bm, will proceed from its 3’ end. The 
nucleobase indices for comparison in SA and SB (am, bm) with slip sj and alignment frame size kj for j ∈ [1, 
krange], and an alignment frame index m ∈ [1, kj] can be written for forward slip: 
 (19) 
 (20) 
A similar index pair can be written for backward slip: 
 (21) 
𝑎𝑚 = 𝑚 
𝑏𝑚 = 𝐿𝐵 − 𝑠𝑗 − 𝑚 + 1 




In this way, for all m in a given alignment frame, comparison can be carried out between SA(am) and 
SB(bm).  
4.2.6. Dimer indices 
 
This also means that a potential base pair in the given alignment frame can be written as [SA(am): SB(bm)]. 
For a dimer d of length Ld that terminates at frame index m in alignment window kj with slip sj, the 
indices of the base sequence of d in sequences SA and SB (nucleobase sequence indices da and db, 
respectively) can be written with the following formulas:  
 (23) 
 (24) 
Plugging the definitions of am (19) and bm (20) for forward slip conditions into (23) and (24), we achieve 
the following generalized expression for dimer index: 
 (25) 
 (26) 
The same process can be carried out for backslip conditions, plugging (21) and (22) into (23) and (24): 
 (27) 
 (28) 
These results are summarized in Tables 4.3-4.4, and can be used to directly track and index dimers in a 
programming environment. 
𝑏𝑚 = 𝐿𝐵 − 𝑚 + 1 
𝑑𝑎 ∈ [𝑎𝑚 + 1 − 𝐿𝑑 : 𝑎𝑚] 
𝑑𝑏 ∈ [𝑏𝑚 − 1 + 𝐿𝑑 : 𝑏𝑚] 
𝑑𝑎 ∈ [𝑚 + 1 − 𝐿𝑑 : 𝑚] 
𝑑𝑏 ∈ [𝐿𝐵 − 𝑠𝑗 − 𝑚 + 𝐿𝑑 : 𝐿𝐵 − 𝑠𝑗 − 𝑚 + 1] 
𝑑𝑎 ∈ [𝑚 + 𝑠𝑗 + 1 − 𝐿𝑑 : 𝑚 + 𝑠𝑗] 
𝑑𝑏 ∈ [𝐿𝐵 − 𝑚 + 𝐿𝑑: 𝐿𝐵 − 𝑚 + 1] 
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Table 4.3: Forward slip comparison indices 
 Variable name Definition Number in text 
Strand 1 index am  (19) 
Strand 2 index bm  (20) 
Dimer position strand 1 da  (25) 
Dimer position strand 2 db  (26) 
 
Table 4.4: Backward slip comparison indices 
 Variable name Definition Number in text 
Strand 1 index am  (21) 
Strand 2 index bm  (22) 
Dimer position strand 1 da  (27) 
Dimer position strand 2 db  (28) 
 
4.2.7. Operation count for dimer analysis 
 
In order to design an efficient algorithm for in silico dimer analysis, it is necessary to elucidate the 
number of operations required to analyze M for heterostructures. A generalized expression can be 
derived by first looking at a one-node structure, or duplex. 
a. One-node structure 
 
Comparison of any set of sequences for dimers requires checking each strand against itself and against 
each other strand for all allowable slip and alignment conditions. In a single-node network, or DNA 
duplex, we can see the operations in Figure 4.4: 
𝑎𝑚 = 𝑚 
𝑏𝑚 = 𝐿𝐵 − 𝑠𝑗 − 𝑚 + 1 
𝑑𝑎 ∈ [𝑚 + 1 − 𝐿𝑑 : 𝑚] 
𝑑𝑏 ∈ [𝐿𝐵 − 𝑠𝑗 − 𝑚 + 𝐿𝑑 : 𝐿𝐵 − 𝑠𝑗 − 𝑚 + 1] 
𝑎𝑚 = 𝑚 + 𝑠𝑗 
𝑏𝑚 = 𝐿𝐵 − 𝑚 + 1 
𝑑𝑎 ∈ [𝑚 + 𝑠𝑗 + 1 − 𝐿𝑑 : 𝑚 + 𝑠𝑗] 




Figure 4.4: Comparison of SA and its complement for heterostructures requires three sets of operations: 
two self-comparisons (A), and one complement comparison (B). 
We can introduce two different types of operations, A and B: operation A involves the comparison of a 
single-stranded oligo against itself; whereas operation B involves the comparison of an oligo and its 
direct complement, ignoring the case where they are properly aligned, which is precluded by their 
complementarity. Formulation of these comparisons requires, by definition, that the lengths of the two 
oligos be identical. The number of comparisons (N) directly scales with the length of the sequences, and 
involve the summation of the allowable alignment frames, or ksize. To do so, we introduce the summorial 
operator $, which is the additive cousin of the factorial operator: 
      
         (29) 
The summorial operation can be decomposed into the following formula: 
         (30) 














a.i. Homodimer operation counts (Operation A): 
 
The number of comparisons in A can be calculated by summing all components (kj) of forward and 
backward frames, ksize, where the number of slip cases, nsf and nsb, are equivalent to forward and 
backward krange, respectively: 
        (31) 
Substituting (10) for n and (15) for kj in the left sigma: 
     
              
           
Again substituting (11) and (18) in the right sigma: 
     
          
          
          
Collecting terms, we can simplify to obtain the operation count for A: 


























= (𝐿𝑎 − 1)$ 








     (32) 
We can see a practical demonstration of this operation in Figure 4.5. In this example, sequence SA has a 
length of 8 nt. Summation of the comparisons across each annealing frame is shown.  
 
Figure 4.5: Self-dimerization (Operation A) comparison of generalized single-stranded, 8 nt 
oligonucleotide SA is shown in both forward and backward slip conditions. Note that, by convention, 
backslip starts with a value of 1, while forward slip begins at perfect alignment, or a slip value of 0. To 
speed computation, formulas for the comparison of SA without 5’ and 3’ realignment are shown. This 













Figure 4.6: Two different alignment frames are shown for oligonucleotide SA, one of even ksize (8 nt) 
and the other with odd ksize (7 nt). A line of symmetry can be drawn down the middle for the even case, 
and around the pivot nucleotide for the odd case. Because the nucleotides are identical in the opposing 
strands, the comparisons across the symmetry lines will also be identical: (n1 == n8) = (n8 == n1). 
Operation A is efficient at order 𝑂(𝑛2) for n nucleotides. In the specific case of Operation A, we can draw 
lines of symmetry at the halfway point of the alignment frame in the case of even ksize, or around the 
center nucleotide in the case of odd ksize, and note that the comparisons will be identical across this line 
of symmetry (Figure 4.6). With this in mind, we can reduce the number of comparisons by tracking the 
even- or oddness of the frame size and performing operations up to, but not past, the line of symmetry. 
Any dimer that exists once the center of the alignment frame is reached will be doubled in length after 
omitting odd-length pivot nucleotides. The tracking of frame size modulo 2 requires several floating point 
operations, and is only practical in high-performance situations for large L. A more efficient Operation A 






Figure 4.7: A high-performance algorithm for Operation A is shown, wherein the frame size and evenness 
are tracked. Comparisons are not continued past the line of symmetry, and any extant dimers that occur 
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at this line are doubled (subtracting 1 nt for odd frame sizes). Note reverse indexing formulas found in 
Tables 4.3-4.4 to account for two 5’-3’ aligned sequences. 
a.ii. Heterodimer counting with logical complements (Operation B): 
 
We can sum ksize for operation B in a similar way, making sure to exclude sf = 0 to avoid counting logical 
complements as dimers, and we arrive at a general expression. Setting up the problem, we generate an 
expression identical to (31): 
    (33) 
By disallowing sf = 0, we generate identical backslip conditions for both sigmas, which condenses with 
the application of definitions (11) and (18): 
 
           
          
 
   (34) 
We can see a practical demonstration of this operation in Figure 4.8. In this example, sequence SA has a 
length of 8 nt. Summation of the comparisons across each annealing frame is shown.  



































Figure 4.8: Complement dimerization (Operation B) comparison 
of generalized single-stranded, 8 nt oligonucleotide 𝑆𝐴 and its 
logical complement 𝑆𝐴̅ is shown in both forward and backward 
slip conditions. Note that both forward and backward slip start 
with values of 1 in order to avoid counting complementarity-by-
design as a heterodimer. In order to speed computation, formulas 
for comparison without 5’ and 3’ realignment are shown, which 
involves the reverse indexing formulas found in Tables 4.3-4.4. 
Operation B is efficient at order 𝑂(𝑛2 − 𝑛) for n nucleotides. The 
number of overall comparisons shown in Figure 4.8 will include 
redundant operations when the base pairing rules are symmetric 
(see Figure 4.9). This is only true when each nucleobase has one and 
only one logical complement, which indicates that a full 
oligonucleotide or dimer substring will have exactly one 
complement as well. In the case of ion pairing, or any scheme where 
a nucleobase has multiple complements, the full operation, shown 
Figure 4.9: Slip value of 1 is shown 
for forward and backward slip. We 
can see that when there is Watson 
Crick complementarity, these two 
comparison conditions are identical. 
A higher performance algorithm in 
canonical pairing environments can 
be enacted by omitting backslip, as 
(n2 == n1) = (n1 == n2). 
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in Figure 4.8, is necessary. If true DNA Watson Crick rules are in effect, Operation B may be halved in size 




(𝑛2 − 𝑛)). 
 
Figure 4.10: When Watson-Crick or other unitary complement pairing rule system is in effect, backslip 
may be omitted for symmetry reasons. Tracking the pairing regime does not require significant 
computation time, and thus tracking the usefulness of this updated algorithm can be considered 
essential for dimer identification as it will double comparison speed. Reverse indexing formulas for 
nucleotide position tracking are found in Table 4.3. 
a.iii. Application to a one-node structure (DNA duplex) 
 
For any DNA duplex consisting of two complementary oligonucleotides of equal length (L), we can 
express the number of comparisons (N) by adding together the operations above. Operation A occurs 
twice, as each strand must be compared to itself, while Operation B occurs once for the union of the 
two strands in non-complementary configurations. 
 
    (35) 
𝑁𝑑𝑢𝑝𝑙𝑒𝑥 = 2𝑁𝐴 + 𝑁𝐵   
𝑁𝑑𝑢𝑝𝑙𝑒𝑥 = 3𝐿
2 − 𝐿  
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b. Multi-node structure 
 
A DNA nanostructure, primer-target complex, or other mixture of oligonucleotide species can be 
represented as a multi-node network such as the two-node structure shown in Figure 4.11. As before, 
the comparisons can be broken down into distinct procedures. Operations A and B return in the same 
form, and we introduce operation C, which we define as the alignment and comparison of sequences 
from disparate nodes. In this operation, we dispense with the requirement that La = Lb. 
 
Figure 4.11: Comparison of nucleotides for dimer search in a two-node structure with three distinct 
operations, A, B and C, representing self-comparison, complement comparison, and other sequence 
comparison, respectively. 
b.i. Heterodimer comparison in disparate nodes (Operation C) 
 
To formulate the number of comparisons, we sum forward and backward ksize vectors with the 
allowance of sf = 0. Recall that the formulas for ksize are dependent upon the relative lengths of the 
sequences being compared. As a first assumption, we require that the network be sorted in descending 
length order, where L1 ≥ L2 … ≥ Li ≥ … Ln. This requirement comes from the length-dependent derivation 
107 
 
of ksize (Tables 4.1, 4.2). The final form of the formula will be independent of assortment, and we can 
dispense with this assumption after derivation. 
When La ≥ Lb, we can write the following sum, where nsf and nsb are the number of slip conditions (krange) 
forward and backward, respectively, and kj is the corresponding frame size, similar to (31) and (33): 
    (36) 
The left sigma can be rewritten by again substituting (10) and (15):  
    
  
         
            (37)  
The righthand sigma can be rewritten by breaking it into two vectors, substituting (11) and (17). To 
address the case where La = Lb, it can be noted that (17) and (18) are equivalent over the region of 
interest (substitute (11) into (17) to check): 
    
          (38) 
Collecting terms from (37) and (38), we have:  

































Simplifying, we arrive at an expression independent of the relative size of La and Lb: 
 
 (39) 
We can see a practical demonstration of Operation C in Figure 4.12. In this example, sequence SA has a 
length of 8 nt, while SB has a length of 5 nt. Note that, by convention, LA ≥ LB. Operation C is efficient at 
order of approximately 𝑂(𝑛2) for n nucleotides, or exactly 𝑂(𝑛2) where LA == LB. An analysis of the 
effect of the relative sizes of LA and LB on the order of convergence can be found below in Section 
4.2.7.b.iv. 
 
Figure 4.12: Nucleotide comparison for heterodimer search between disparate oligos (Operation C) is 
shown. By convention, backward slip starts at a value of 1 to avoid identical comparison, and LA ≥ LB to 
maintain consistency of ksize formulas (Tables 4.3-4.4). In practice, this need not be the case, and the 
relative oligo lengths can be tracked without significant computational overhead.  
𝑁𝐶 = 𝐿𝑏(𝐿𝑎 − 𝐿𝑏 + 1) + 2(𝐿𝑏 − 1)$ 
𝑁𝐶 = 𝐿𝑏(𝐿𝑎 − 𝐿𝑏 + 1) + (𝐿𝑏 − 1)(𝐿𝑏) 
𝑁𝐶 = 𝐿𝑎𝐿𝑏 
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b.ii. General expression for any network 
 
Returning to Figure 4.11, we can see that for each node in the system, self-comparison contributes 
2A(La)+B(Lb) operations. Comparison between nodes, for node number D greater than one, we 
contribute 4C(La,Lb) comparisons. We can generalize this expression for total comparisons (N) in the 
following manner: 
 (40) 
Substituting in (32), (34), and (39), we arrive at a general expression for the number of comparisons in 




b.iii. Comparison of fragmented and single-node networks 
 
An important relationship in computational network analysis is whether the comparison efficiency 
converges faster in a duplex or a fragmented network. Specifically, will an increased number of nodes 
for the same number of total base pairs speed or slow computation? To investigate, let us define a 
network M1 of D1 nodes where 𝐷 > 1. To perform this analysis, we require that the network M1 be 
possessed of nodes with equal lengths, Ln. We can count the number of operations as before: 
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  (42) 
We can further count the total number of base pairs (B1) in the network by adding together the lengths 
of all the nodes (Li) in the network: 
     (43) 
We can then create a M2 linear structure for comparison containing one node (𝐷2 = 1) and whose total 
length (Lq) is identical to the length of all the nodes in M1: 
    (44) 
     (45) 
We can then rewrite the number of operations (N2) in terms of Lq and substitute in (43): 
 
    (46) 
 
Invoking the requirement that all nodes in M1 have equal length, Ln, we can write: 
𝑁1 = ∑(3𝐿𝑖
2 − 𝐿𝑖  ) 
𝐷1
𝑖












𝐵2 =  𝐵1 
𝑁2 = ∑(3𝐿𝑖





2 − 𝐿𝑞 











   (47) 
Returning to N1 we can simplify the number of operations, again requiring that all 𝐿𝑖 = 𝐿𝑗 = 𝐿𝑛. We 




  (48) 
We can then take the difference between the two operations (47) and (48): 
    𝑁2 − 𝑁1 =  (𝐷
2 − 𝐷)𝐿𝑛
2    (49)  
Normalizing to the sequence length (B1) of the network, we obtain the following relationship: 
 
   (50) 
This formulation suggests that a fragmented network is more efficient to analyze for heterostructures 
than a one-node network of equal size. This relationship can be seen visualized in Figure 4.13, where 
100 random networks of sizes 𝐷 ∈ [1, 30] are analyzed, averaged, and compared to (48) and (49). 
𝑁2 = 3𝐷1
2𝐿𝑛
2 − 𝐷1𝐿𝑛 
𝑁1 = ∑(3𝐿𝑛
2 − 𝐿𝑛 ) 
𝐷1
𝑖








2 − 𝐿𝑛  ) + 4(𝐷1 − 1)$ 𝐿𝑛
2  
𝑁1 = 𝐷1(3𝐿𝑛







2 + 𝐷1 )𝐿𝑛











= 𝐷(𝐿𝑛 − 1) 
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Ultimately, the speed that is gained by fragmenting a network is lost in the tracking of that geometry, 
but the trade-off has important implications for algorithm design. 
  
Figure 4.13: Comparison operation counts in multi-node networks and single-node networks of equal 
size. Random networks are initialized, analyzed, and averaged for the number of nodes, with 100 trials 
at each value of D. A) Operation counts for random networks over increasing number of nodes. 
Overlaying (49) as a fit line for the average behavior serves as a reasonable approximation, where Ln is 
given as the average node size, or Lmax/2, 15 bp. B) Normalizing over the number of base pairs achieves a 
linear relationship between the difference and the number of nodes. Here, equation (50) serves as a 
reasonable fit line for the average data at each value of D. 
b.iv. Comparison of symmetric and random networks 
 
It is clear that fragmented networks are more efficient to analyze as the number of nodes increases. The 
analysis thus far has considered symmetric networks where each node has the same length as every 
other node, a requirement that was imposed to streamline the comparison. How then does the 
symmetry component affect the computation? We can calculate the difference in operation count 
between any random network M0 with total base pairs B0 and a symmetric network M1, possessed of 
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the same total length, 𝐵1 = 𝐵0, and the same number of nodes 𝐷1 = 𝐷0 = 𝐷. For network M1, we know 
the operation count N1 in terms of average node Ln and D (48): 
 
We have an equation for the operation count N0 for a generalized network of unspecified node lengths 
(41): 
 
Recall that in a symmetric network, we know the number of base pairs in terms of Ln and D: 
         (51) 
And we know that Ln is an average of random node sizes:  
     (52) 
We can then substitute (52) into the definition of N1 and simplify: 
   (53) 
We then subtract N1 from N0: 
 (54) 
𝑁1 = (2𝐷
2 + 𝐷 )𝐿𝑛
2 + 𝐷𝐿𝑛 
𝑁0 = ∑(3𝐿𝑖
2 − 𝐿𝑖  ) 
𝐷
𝑖=1
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The sums in this sequence must be rearranged to cancel, as (∑ 𝑥)2 ≠ ∑ 𝑥2. To simplify, we separate the 
sum squared term into two separate sums: 
 
                    
                    
Substituting into (54), we can rearrange: 
(55) 
Now we can split the last term into two sums and combine like terms across the expression: 
 
 











































































































   (56) 
    (57) 
    (58) 
 
Figure 4.14: Difference in operation counts between random networks and their symmetric counterparts 
(𝑁0 − 𝑁1). Symmetric networks were obtained by summing averaging the size of all nodes in a given 
random net, allowing for fractional base pairs. At node numbers 𝐷 ∈ [1,30], random lengths were 










−2    𝑖 < 𝑗
   1    𝑖 = 𝑗




assigned between 1 and 30 bp. At each 𝐷 value, 100 trials were run. A) The average behavior at each 𝐷 




2 (𝐷 − 1), where 𝐿𝑛 is 𝐿𝑚𝑎𝑥 2⁄ , or 15 bp. Data points were obtained using (56) and are identical to data 
generated without the use of a simplified expression [(41) – (48)]. B) The same experiment was performed 
and normalized to the total number of base pairs according to (51), where 𝐵 =  ∑ 𝐿𝑖
𝐷
𝑖 ~𝐷𝐿𝑛 . Here the fit 






) relationship, which converges to 
1
3
𝐿𝑛 for 𝐷 ≫ 1. C) Experiments for 
values of 𝐿𝑚𝑎𝑥 ∈ [1,100] were carried out in the same manner as B. Only the average data are shown 
with their corresponding fit lines. The value of 𝐿𝑚𝑎𝑥  is inset on lines every 10 bp.  
If we reassume that all nodes in M0 are equally sized, we can see that, on average, N0 is greater than N1 
by approximately Ln2, though the meaningfulness of that assertion is questionable. On the whole, (56) 
will describe the difference in performance between any random network and a symmetric network of 
equal node number and base pairs. The relationship between random networks and their symmetric 
counterparts can be seen in Figure 4.14. 
4.2.8. Other sequence design criteria 
 
In addition to dimer size minimization, DNA nanostructure design requires the minimization of other 
types of criteria as a result of thermodynamic or design-related criteria. Thermodynamic sequence 
design requirements were identified in discussion with Dr. Ruojie Shah in the group of Dr. Nadrian 
Seeman. All of the following analyses can be carried out using the single strand indexing rules found in 
Tables 4.3-4.4. Because they pertain to the presence of consecutive sequence elements, the rules 
described do not need to be subjected to repetition through slip and frame alignment, as with homo- 
and heterodimer search algorithms. 
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a. Gap analysis: ‘gapN’ 
 
To utilize the emergent electrical characteristics of nucleotide pairing, defining, e.g. (based on generally 
accepted results in the literature, as discussed in Chapter 3), a resistor (WC pairing), a conductor 
(dC:Ag+:dC pairing), or a semiconductor (guanine tetraplex formation), it is most likely necessary to 
maximize density of a particular pairing regime across a polymerized oligonucleotide. Criteria such as 
gate analysis, which sets a percent occupancy for a particular nucleotide, may lead to unintended 
clustering of the preferred nucleotide at one end of the sequence, as with 75% guanine sequence: 5’-
GGGGGGGGGATA-3’. While guanine may have the lowest base ionization energy of the four WC 
nucleotides,163 an AT 3mer will interfere with the proposed conductance pathway. Gate criteria are thus 
useful for applications such as primer design, where GC occupancy is analyzed in percentages. For 
nanowire design, we instead introduce gap criteria, in which the maximum distance between a target 
base pair, not nucleobase, is tracked and minimized. Take for instance the sequence in (59) below where 
AT gap analysis is tracked and set to a maximum of 1 base pair. 
 
Gap analysis on this sequence shows the presence of 2 gaps in the AT occupancy, each of size 1 bp. Note 
the equvalence between dA:dT and dT:dA. The sequence shown in (60) instead fails the ‘gap1’ criterion 




Two gaps are identified, the first [dCdC:dGdG], and the second [dG:dC]. Highlighted in red is the size 2 
bp gap that violates the prescribed ‘gap1’ rule. We can again perform the same ‘gap1’ analysis for CC 
pairing (dC:Ag+:dC): 
 
In (61), the sequence presents 3 size 1 bp gaps in the CC paired nanowire, passing analysis for ‘gap1’ 
consideration. Note that the cytosine base in [dC:dG] does not evade detection as it is not paired to an 
opposing cytosine nucleobase, and it therefore counts toward a CC sequence gap. In contrast, the 
following sequence will fail ‘gap1’ analysis: 
 
In (62), the presence of the [dAdC:dGdT] subsequence acts as a size 2 bp CC gap, failing ‘gap1’ analysis, 
but passing ‘gap2’ analysis. To design dC:Ag+:dC nanowires with reasonable molecular conductance, we 
apply a ‘gap1’ CC rule to force any region that is conductive by design to have at most one non-metallic 
base pair in a row.  
b. Purines and pyrimidines: ‘R4’ and ‘Y4’ 
 
The overabundance of consecutive purines or pyrimidines in single oligonucleotides may affect the twist 
of the double helix. To maintain predictable rotational dynamics within a structure, allowing the 
formation of predictable geometry, it is conventional to restrict the total number of consecutive purines 
(‘R’ = A,G) and pyrimidines (‘Y’ = C,T) to four. Note that unlike gapping, this tracking occurs on single 
nucleotides, not base pairs, generating parallel analyses for each half of the node. An example of ‘Y4’ 




Here the top sequence presents a pyrimidine 8mer as well as a 2mer. The bottom strand presents a 
4mer, a 2mer and a 1mer. The top sequence will fail ‘Y4’ analysis. In contrast, the following duplex 
shows ‘R4’ analysis: 
 
Here, the top sequence passes purine analysis (though it has 8 consecutive pyrimidines), while the 
bottom strand presents 5 consecutive purines [dAdGdGdAdG] and summarily fails the ‘Y4’ criterion. 
Because of CC pairing, neither (63) nor (64) have symmetrical purine and pyrimidine analysis. In WC 
conditions, all purine repeats will pair with pyrimidine repeats of equal size within the same node. 
c. GC/AT: ‘S4’/ ‘W4’ 
 
For similar reasons, it is customary to minimize the number of consecutive CG and AT pairs to 4 bp. By 
convention, CG pair are abbreviated as ‘strong’ (S) owing to their three hydrogen bonds, while AT bonds 
are abbreviated as ‘weak’ (W) for containing two hydrogen bonds. Because currently known metal base 
pairs are homobase dimers, both strands in a duplexed node will achieve the same fitness score: 
 
In (65), the sequence presents 5mer, 2mer and 1mer weak pair repeats, which fails the ‘W4’ design 
criterion, even with a dT:Hg2+:dT base pair. By contrast, the CC bonding sequence in (66) will 




Here, both the top and bottom strands present strong base pair repeats of sizes 5,2 and 1 nt, regardless 
of ion distribution. The symmetry of this fitness criterion is immune to homobase orthogonal base pairs. 
In practice, the W4 criterion may be relaxed to accommodate other design parameters. 
d. Guanine repeats: ‘G3’ 
 
The overexpression of guanine in an oligonucleotide may lead to the formation of a guanine tetraplex. 
To avoid kinetic traps or unintended geometries associated with tetraplex formation, we restrict the 
number of consecutive guanines to 3 nt, applying a ‘G3’ cap on single stranded sequences. This rule is 
not symmetrical, and the fitness score does not carry over from template to complement. 
 
The duplex shown in (67) will fail ‘G3’ analysis, as the bottom sequence has a guanine 4mer. The largest 
guanine repeat in the top sequence is 2 nt. To fix a sequence with this design, we can consider switching 
one [dC:dG] pair for a [dG:dC] pair.  
4.2.9. Performance considerations 
 
In order to speed computation, it is considered best practice to ‘vectorize’ operations in algorithmic 
design. In the case of oligonucleotide analysis, this involves avoiding time-intensive character vector 
comparison. We can see this spelled out in the following two prominent cases. 
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a. Float conversion 
 
The storage of an oligonucleotide is typically done as a character array, for example: ‘GGACTAG’, where 
the sequence is read left-to-right to represent the 5’-3’ orientation. Unfortunately, no mathematical 
operations can be performed on a character array. By contrast, a string converted to a number, either 
an integer or float data type, can carry out comparisons through subtraction, allowing for a vectorized 
analysis of sequence composition. Through experimentation (see Section 4.2.9.c below), double-
precision floating point numbers, ‘double’ in Matlab or ‘float’ in Python, demonstrate the shortest 
nucleotide comparison times. To correspond with one-indexed programming languages like Matlab, 
[‘ATGC’] can be converted to [1, 2, 3, 4]. In a zero-indexed programming environment, we convert to [0, 
1, 2, 3] to promote efficient vectorization. To account for all nucleobase possibilities, we utilize the 
following conversion: [dA, rA = 1.0]; [dT = 2.0]; [dG, rG = 3.0]; [dC, rC = 4.0]; [dC/dG, rC/rG, S = 5.0]; 
[dA/dT, rA/rT, W = 6.0], [rU = 7.0]. 
b. Comparison by vector subtraction 
 
To compare substrings to character elements, a for loop iterates through the array and uses a 
comparison method such as strcmp(). To identify the complement of a nucleotide substring in a larger 
oligonucleotide array, we utilize the following comparison matrix for WC and CC pairing conditions: 
 
This comparison algorithm uses two for loops, one to iterate through the oligo array, and the second to 
iterate through the rule matrix to identify the identity of the base and its possible complements using 
string comparison. A second string comparison is then carried out to compare complementary 
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characters to the opposing oligonucleotide array. In this way, dimers can be identified within an 
alignment frame. 
A more efficient algorithm stores the oligonucleotide sequence as double-precision floating point 
number (float64, or double) and subtracts each ‘nucleotide’ from the nth row of float64 rule matrix, 
where [‘A’,’T’,’G’,’C’] is equivalent to [1,2,3,4]: 
 
One for loop is used to iterate through the oligonucleotide array. At each base, the row corresponding 
to the nucleotide identity is subtracted from the complement nucleotide. Where a value of 0 is reached, 
complementarity is obtained. This eliminates a for loop and both expensive character comparisons, 
speeding computation by two orders of magnitude (see Section 4.2.9.c below).  
In Matlab, this operation utilizes a one-indexed adenine, whereby the first row of the rule matrix in (69) 
is considered row 1. In a zero-indexed coding environment such as Python, adenine will be converted to 
0, and subtraction of row 0 for nucleobase comparison will occur.  
c. Performance analysis 
 
Analysis was performed in Matlab to identify the most efficient method of nucleobase comparison. The 
time to perform a single comparison was averaged across 108 iterations. Comparison of char vector ‘G’ 
with the second element in ‘TTTATG’ cost an average of 471 ns.  
By contrast, subtraction of row 2 from element 2 of the floating point representation of the same 
sequence took on average 3.65 ns. Though utilizing less disk space, storing the sequence as a single 
precision floating point number (float32, single) took longer, clocking at 3.89 ns. Finally, even though the 
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rows and columns of a matrix have integer values, storage as an integer (int8, int) took 6.63 ns. These 
data can be seen in Table 4.5: 
Table 4.5: Comparison efficiency of various Matlab data structures 








double [2, 2, 2, 1, 2, 3] [2, 1, 4, 3] 3.65 ns - 
single [2, 2, 2, 1, 2, 3] [2, 1, 4, 3] 3.89 ns 1.06 
int [2, 2, 2, 1, 2, 3] [2, 1, 4, 3] 6.63 ns 1.81 
char [‘T’,’T’,’T’,’A’,’T’,’G’] [‘T’, ’A’, ’C’, ’G’] 472 ns 129 
 
There are tens of thousands of nucleotide comparisons to analyze a single DNA nanostructure (see 
1.7.b.ii). Any sequence optimization through iterative algorithms will involve hundreds of millions to 
billions of comparisons. It is therefore clear that a conversion to double-precision floating point arrays is 
a critical feature for dimer search, complement generation, and nucleobase identification algorithms, 
and can enable high-performance optimization of DNA sequences for nanotechnology. 
d. Reverse indexing 
 
The tracking of base index inside an alignment frame is an operation requiring realtively few floating 
point operations. When aligning two sequences to test for complementarity, the usual practice on paper 
is to take a 5’-3’ oligo and place it adjacent to a 3’-5’ sequence. Though this makes conceptual sense, it 
requires that the user perform a flip operation on one oligo in an environment where all oligos are 
stored in the 5’-3’ orientation. In a programming environment, this requires matrix transposition, which 
uses a relatively large number of floating point operations. An analysis of the time to transpose a 
floating point ‘oligo’ array of varying length was carried out over 106 iterations, and was determined to 
cost ~1 μs per fliplr() operation (Figure 4.15). A single nanostructure can have thousands of alignment 
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frames; over an iterative time scale, these transpositions will introduce significant delays in sequence 
design.  
 
Figure 4.15: Average time to take a 5’-3’ sequence and use fliplr() to store it in 3’-5’ orientation in a Matlab 
floating point array. Operation carried out over 106 trials. For all sequence lengths >1 nt, transposing the 
array took approximately 1 μs. Omitting the first data point, the linear fit equation is approximately: 45 
ns/nt + 920 ns (R2 = 0.87).  
To avoid gratuitous transposition of DNA arrays, we introduce reverse indexing, whereby base position in 
complement strands can be tracked going backwards from the end of the alignment frame. This allows 
the two oligos of interest to remain in the 5’-3’ orientation. Indexing formulas of this type can be found in 
(25)-(28) and are summarized in Tables 4.3-4.4.  
4.3. Computational Design of Nanostructures using a Genetic Algorithm 
 
Using the computational framework established above, we outline the design and construction of a 
genetic algorithm toolbox in Matlab for branched, orthogonal DNA sequence design.  
4.3.1. Generic workflow 
 
The algorithm follows a general GA workflow with initialization and iteration phases. Design of topology 
and conserved regions occurs on paper and in other software packages. Within this toolbox there are 
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three distinct phases of operation. In the first phase, optimization and iteration criteria are defined 
precisely through graphical user interface (GUI) and .m file entry. In the second phase, the model is then 
initialized, and data structures are pre-allocated based on user specifications. Iteration begins in 
separate population files, and a subsequent F2 cross between best solutions is carried out. In the final 
phase, runtime analysis is performed, sequences data store, and graphical data is exported for the user. 




Figure 4.16: Process workflow for nanostructure sequence design algorithm. 
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4.3.2. UI component 
 
A nanostructure is a struct() data type with N nodes. Each node is also a data struct(), with the following 
properties: 
Table 4.6: Node properties 
Property Name Data type Overview 
nodeLength integer Number of nucleotides in the node 
hasTemp boolean Indicates presence/absence of template sequence 
hasComp boolean Indicates presence/absence of complement sequence 
tempSeq double 1D array of floating point nucleotide values for template (5’-3’) 
compSeq double 1D array of floating point nucleotide values for complement (5’-3’) 
sequenceEditable boolean Determines whether sequence may be modified by 
mutation/crossover 
ruleMatrix cell Vectorized parity rules, for mutation, not for assessing dimers, see 
(69) for representation of ruleMatrix 
tempInNode integer Node number for template 5’ connection, -1 for no connection 
tempOutNode integer Node number for template 3’ connection, -1 for no connection 
compInNode integer Node number for complement 5’ connection, -1 for no connection 
compOutNode integer Node number for complement 3’ connection, -1 for no connection 
tempInDir boolean 5’ (1) or 3’ (0) connection to template in node 
tempOutDir boolean 5’ (1) or 3’ (0) connection to template out node 
compInDir boolean 5’ (1) or 3’ (0) connection to complement in node 




These parameters are entered using a GUI, in which the geometry and sequence of each node is 
manually specified, as well as its ability to be edited and internal pairing regime. The specification of 
node-by-node rule matrices does not at this stage govern which pairs are allowed during dimerization 
analysis, but rather governs the types of base pairs that are able to generate during mutation and 
crossover. At this stage, certain regions can be restricted to WC or CC parity; while other nodes can be 
specified as sticky ends by having no complement, no incoming node connections, and uneditable 
sequences. At this stage, the user has quite a bit of flexibility over the types of sequences and the ways 
that they connect, allowing for entry of complex nanostructures with heterogeneous local design rules.  
4.3.3. Optimization criteria setup 
 
After the user specifies the geometric frame that will be optimized, the model proceeds to the setup 
stage, in which a GA iterator is initialized and run with specific criteria, outlined below.  
a. Population and runtime parameters 
 
The runtime environment is initialized with the following user-defined parameters: 
Table 4.7: Runtime parameters  
Property Name Data type Overview Default Value 
popNum integer Number of independent populations in the simulation 5 
popSize integer Number of unique solutions within a single population 40 
generations integer Number of iterations for the genetic algorithm 500 
tournamentSize integer Size, in number of solutions, of fitness tournaments, with a 
default one winner 
3 
crossoverRate double Probability [0 ≤ x ≤ 1] of exchanging information between two 




mutationRate double Probability [0 ≤ x ≤ 1] of generating a random nucleotide pair in 
the allowable ruleMatrix of the component node 
0.05 
firstMutationRate double Probability [0 ≤ x ≤ 1] of generating a random nucleotide pair in 
the allowable ruleMatrix of the component node in the first 
generation, allowing for greater initial diversity 
0.8 
dimerWeight double Fitness score weight corresponding to the dimer size 
determined to be equivalent in gravity to gap2, G3, S4, R4, and 
Y4 
10 
numberOfElites integer Number of best solutions copied without mutation to the next 
generation 
5 
numberOfRandom integer Number of solutions with randomly generated nucleotides in 
editable regions in each generation 
2 
savePopData boolean Indicates whether longitudinal population data is stored 
throughout the simulation, and governs the preallocation of the 
accompanying cell matrix 
1 
saveFitnessData boolean Indicates whether longitudinal fitness data is stored throughout 
the simulation, and governs the preallocation of the 
accompanying cell matrix 
1 
 
b. Environmental parameters and polymorphic structures 
 
The model will also be subject to several environmental parameters that affect performance. Firstly, the 
user will specify what base pairs are globally available for dimer analysis, in essence specifying the 
presence or absence of environmental factors such as silver and mercury cations, RNA bases, and 
orthogonal nucleotides. A global ruleMatrix is established (69), which governs fitness function 
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evaluation across all nodes. The nanostructure ruleMartrix differs from the nodal ruleMatrix in that it 
does not govern which nucleotides are generated during randomization and complement formation, but 
rather the penalties applied to existing nucleotides, regardless of regional design criteria. 
A patch has also been developed to allow for certain regions to be specified as polymorphic. It is 
sometimes the case that sequences for nanostructures should be optimized to allow interaction with 
sticky ends in other structures. It is also the case that optimizing one nanostructure to operate with 
multiple versions of a single region may reduce synthesis costs and allow for greater diversity of 
behaviors from swapping out a single oligo. This may have usefulness in developing molecular motors 
and other nanomachines built from extremely similar nucleotide sequence swapping. The design tool 
allows for additional versions of certain nodes to be pre-specified, and are governed by the boolean 
operator swapBool and accompanying cell matrix SEswap. When swapBool is set to 1, the fitness 
function will be evaluated twice, once for each version of the nanostructure, and the fitness scores 
added together for a composite score. Scores will be consequently elevated, and optimization will be 
carried out on both versions of the structure, with weight distributed equally between phenotypes. 
4.3.4. Iterative optimization 
 
The runtime parameters for model setup are found in Table 4.7. Each population is initialized, then 
carried through the full simulation and stored. The best answers from each population are then 
collected and pitted against one another in a subsequent ‘F2 cross’ simulation. 
a. One-time setup 
 
At the start of the simulation, prior to the creation of any populations, analysis of the user-input 
nanostructure geometry is performed, and appropriate runtime data structures are generated. Most 
prominently, the GA iterator will generate a map and corresponding mapping function for converting 
dsDNA nodes into ssDNA sequences. The downstream fitness function will track the node connections 
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across sequences, allowing for node-based parameter specification while iterating through real 
oligonucleotides. The map (linearSequenceIndicies) is generated only one time at a cost of ~320 μs, and 
the mapping function (linearSequenceExtraction) is applied at a cost of 50 μs to generate ssDNA 
sequences (linearSequences) on each individual solution prior to fitness calculation. As some fitness 
criteria are applied on base pairs while others are applied to nucleotides (heterodimers vs. guanine 
repeats), it is necessary to track both node and sequence indices with this mapping function. Node 
objects and containers are subsequently cleaned and prepared for simulation, and each node is assigned 
a ruleMatrix (i.e. [69]), or set of allowable base pairs for mutation and randomization.  
b. Population initialization 
 
Populations are built from collections of mutually-interacting solutions that are separated from other 
populations. The number of total solutions tested is the product of popSize and popNum. The model 
runs for a set number of iterations, or generations, using the gen number as a stop criterion. At the start 
of each population simulation, longitudinal data structures can be set up to hold fitness, similarity and 
nucleotide data for each solution across the whole simulation (fitnessScoresAllGens, 
dimerScoresAllGens, ATScoresAllGens, etc.), at the cost of runtime speed.  
A population Pj, or pop, is a cell data structure with dimensions (1, popSize). The contents are 
nanostructure objects, containing Node objects, a ruleMatrix, and other parameters specified above. To 
generate a pop, the basic nanostructure frame is subjected to an initial, elevated mutation rate 
(firstMutationRate), which causes all editable nodes to be subjected to near-randomization of base pairs 
allowed in their corresponding ruleMatrix. Setting a low initial mutation rate may be beneficial when 
continuing to optimize an already-modeled set of sequences. After initializing the data structures and 
the first generation pop, the model is ready for subsequent iteration. 
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c. Iteration by generation:  
 
The GA iterator performs the same operations for each cycle, namely sequence generation, fitness 
calculation, and pop creation. At the end of the simulation, the best solutions are saved in a subsequent 
population (F2pop) for secondary optimization. 
c.i. fitness score calculation 
 
The fitness score is a weighted composite penalty comprised of several criteria, namely: guanine repeats 
(‘GN’), GC repeats (‘SN’), AT repeats (‘WN’), purine repeats (‘RN’), pyrimidine repeats (‘Yn’), nucleobase 
gaps (‘gapn’), and heterostructure dimer size (‘DN’) (see Section 4.2.8). The type of solution will be 
influenced by the relative weight of these parameters. To allow for user input, the variable dimerWeight 
is introduced, which corresponds to the stringency of dimer size requirements. This parameter 
corresponds to the dimer size that is equal in penalty to G3, S4, R4, and Y4. In the presence of a gap 
criterion, a gap size exceeding the user-specified maximum is also weighted similarly with dimers of size 
dimerWeight (dW). The fitness penalty of the following parameters is identical: DdW, G3, S4, W4, R4, gap2. 
The YN criterion is ignored. 
For each solution, histograms of all dimers, guanine repeats, purine repeats, nucleobase gaps, etc. are 
generated using the indexing and analytical framework established in Section 4.2. From these 
histograms, GC, purine and pyrimidine repeats of size less than 4, guanine repeats and dimers less than 
size 3, and allowable gaps are all pared from these histograms. The remaining histogram bins are then 
subjected to a series of exponential functions : 
(70) 




























In (70), summation across each histogram bin occurs for repeats of size i, starting at empirically-
identified sizes and finishing at the maximum repeat, or nX, for each parameter. The number of repeats 
at each size, 𝑐𝑖, corresponds to the histogram bin value at i. This number is multiplied by a decimal 
exponent containing i and an adjustment value to match the weights of criteria with different critical i 
values. A solution with better (fewer) repeats will have a smaller fitness value F. As such, the global 
optimization problem is the minimization of F. Pyrimidine repeats are omitted from the fitness function 
for redundancy, and GC repeats may be omitted for CC pairing environments to allow polycytosine 
repeats (this may affect the helical angles and assembly of the constituent nanostructure). Gaps are only 
included where specified by the user.  
Dimer fitness is adjusted by dW or dimerWeight as dimers are of lesser relative importance compared 
with other types of repeats: a nanostructure may assemble with a size 7 bp heterodimer, while it will 
not be able to form a B-form duplex with a size 7 nt guanine repeat. The exponential is applied in order 
to clearly differentiate between the steps in the fitness hill: 5 dimers of size 8 bp are of lesser 
importance than 2 dimers of size 9 bp. By contrast, 10 dimers of size i will be equal in penalty to 1 dimer 
of size i+1. In this way, each level of the fitness hill is clearly segregated by repeat size, while the repeat 




Figure 4.17: Graphical representation of dimer fitness hill. Each level is of size 10i for a dimer of size i. 
Within each grade, the number of dimers of each size—the histogram bin count 𝑐𝐷,𝑖— is the exponent 
constant. Here, f represents the multiplication factor, or relative weight, of the given fitness 
characteristic. Different criteria will have different weights, seen in (70).   
The full fitness function can be described in a compact sum, shown in Figure 4.18. This graphical 
representation of the different fitness criteria demonstrates the relationship between fitness criteria 
and their weights. It can be seen that as other criteria pass their minimum penalties, the fitness hill 
becomes less granular, as the contribution of heterodimers will predominate. Selection of parameter 
dW by the user will determine the size of heterodimer where this solution characteristic becomes more 
heavily penalized. A good starting value for dW may be between 8 and 10.  
 
Figure 4.18: Schematic representation of fitness function (70). The fitness (F) of a solution is comprised 
of several sequence design criteria (X): dimers (D), purine repeats (R), AT pair repeats (W), GC pair 
repeats (S), guanine repeats (G), and nucleobase gaps (gap). Within each criterion, there is a graded 
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fitness hill with levels segregated by the exponential function c*10i for repeat size i and histogram bin 
count cX,i. Levels marked in red are weighted equally. The weights are controlled by adjustment factor fX. 
Each repeat type has a maximum recorded value nX, and a minimum size Xmin, under which histogram 
bins are not counted.  
The fitness function F for fitness criteria X = [(D)imer, pu(R)ine, (W)eak pair, (S)trong pair, (G)uanine, 
nucleobase (gap)], repeat size i, repeat count cX,i, minimum repeat size Xmin, maximum repeat size nX, 
and adjustment factor f may be expressed in compact sum form, as seen in Figure 4.18: 
 (71)  
c.ii. create population for next generation 
 
Once the fitness scores for a current generation are calculated, these rankings are used to populate the 
next generation. First, an elitism algorithm is executed in which a specified number of solutions 
(numberOfElites) are copied without alteration from the top of the fitness list. If the number of elites 
meets or exceeds the population size, no optimization will occur. Once elites are copied, a specified 
number of random solutions are generated (numberOfRandom) where editable nodes are subject to a 
pseudorandom number generator.  
The remaining slots in the next generation pop are filled using tournament style competition. Solutions 
are selected at random to fill a tournament of specified size (tournamentSize), and the fittest individual 
is chosen. Ties are broken by choosing the first of the solutions selected during tournament filling. A 
second tournament is carried out, and the two best solutions are subject to a crossover algorithm, in 
which editable sequence information is exchanged with a specified probability (crossoverRate). A 
random number is rolled r = [0,1), and if crossoverRate exceeds r, the nucleotides in template and 
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complement strands at that position are swapped using forward and reverse index values. The two 
modified solutions are then subjected to nucleobase randomization at a specified rate (mutationRate) 
where editable nucleotides are subjected to a random number roll r = [0,1). When the mutation rate 
exceeds the roll, a random base is selected from that node’s ruleMatrix, and if a complement sequence 
is available, a complementary base is selected at random from the allowable complementary 
nucleotides in the same row of the ruleMatrix. In this way, two new solutions are generated with 
information mostly conserved from previous answers based on fitness calculation and tournaments. 
When there is only one available slot left in the next generation pop, the first new solution to be 
generated will be selected. Once the population is filled, the generation number is advanced. 
c.iii. repeat for F2 cross 
 
When the last generation is reached for a given population Pj, fitness scores are calculated and the best 
solutions (specified by numberOfElites) are copied without alteration to a separate population, F2. The 
best solutions from all Pj are collected and subsequently optimized in the same manner. The F2 
population is subjected to the same runtime parameters as each of the feeder populations. The fittest 
solution in the final F2 generation is designated as the end result of the genetic algorithm. This type of 
forced migration, or gene flow, serves to overcome fitness niches created through the steepness of the 
fitness landscape by combining disparate solutions.  
4.3.5. Data analysis and output 
 
a. Save data 
 
If the user specified savePopData, the final F2pop is saved to a Matlab data file with a timestamp and 
pertinent parameters marked. If saveFitnessData is marked, longitudinal arrays are saved to files with 
the same filestring and ‘fitData.’ Any fitness graphs generated from these data are marked ‘DIM’, ‘SIM’ 
and ‘CMP’ for dimerization, similarity and repeat analysis, respectively. 
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b. Graphical analysis 
 
When saveFitnessData is specified, data analysis across the lifetime of the simulation can be analyzed. In 
particular, the fitness scores and various metrics can be plotted over iterations and compared with the 
final F2pop. The parameters displayed are modular and may be chosen with some alteration to plot 
code. The graphical interface is shown without alteration in Figures 4.19-4.22. Figure 4.19 displays 
logarithmic fitness data over the lifetime of the simulation. The F2pop (bold) combines the best 
solutions from the feeder populations and is subject to intense initial competition, followed by slight 
incremental change over the lifetime of the final simulation. Figures 4.20-4.21 show the magnitude and 
frequency of repetitive segments in the nanostructures, with fitness criteria (X) from (70)-(71). Repeat 
sizes are subjected to a weight function to illustrate both the maximum repeat size Xn and the 
abundance of that repeat cX,n. This function can be expressed as repeat size Xn with an additional weight 
w = (0,0.5]: 
 𝑋𝑛 + 0.5(1 − 𝑒
𝑐𝑋,𝑛+1).  (72) 
Figure 4.22 shows the nucleobase similarity for all bases and all positions between all members of a 
nanostructure population. The similarity calculation (S) for nanostructures (M) in a population (Pj) with 
total number (L) of nucleotides (bi) at position M(i) can be expressed in the following way: 




Figure 4.19: Longitudinal fitness data, plotted on logarithmic axis. The F2pop (marked bold) combines 
the best solutions of all other populations at the end of their respective simulations. Subsequent 





Figure 4.20: Longitudinal dimer data plotted for F1pops Pj (colored lines) and F2pop (bold). A) The 
largest dimer (Dn) of the fittest solution in each generation for all pops is shown. In order to show more 
granular data, the frequency of the dimer cD,n is included in this smallest dimer with the weight function 
(72): 𝐷𝑛 + 0.5(1 − 𝑒
𝑐𝐷,𝑛+1). This function caps the weight of the dimer to 𝐷𝑛 + 0.5. B) The frequency of 
the largest dimer (cD,n) from A within a single nanostructure is shown. As a result of the fitness function, 
dimer count cD,i for dimer size Di greater than 10 is counted as equal in weight to a dimer of size Di+1, 
which causes most frequencies to rapidly fall under 10. C) The least fit solution for each generation is 
plotted in a similar fashion to A. It can be seen from these graphs, which are automatically displayed at 
the end of simulation, that the F2pop far outperforms the other populations, and that where feeder 
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populations generally reduce the max dimer size Dn, the F2pop will primarily reduce the histogram bin 
count cD,n for Dn. 
 
Figure 4.21: Plots of maximum repeats (Xn) for varying criteria (X) over all generations for all pops with 
weight function (72): 𝑋𝑛 + 0.5(1 − 𝑒
𝑐𝑋,𝑛+1). As in Figure 4.20, the maximum display value for a repeat 
of size Xn is 𝑋𝑛 + 0.5. Criteria shown: A) single-strand purine nucleotide (A,G) repeats (Rn); B) single-
strand guanine nucleotide repeats (Gn); and C) weak base pair (A:T) repeats (Wn). Due to the nature of 
the fitness function, these repeats rapidly drop to the minimum recorded values and experience little 




Figure 4.22: Similarity statistics for all pops over all generations based on (73). A) Average percentage of 
nucleotides that are identical within nodes across all individual solutions in the population. B) Range 
between maximum and minimum similarity for all individual solutions in the population at the given 
generation. C) Standard deviation of similarity scores between all individual solution in the population at 
the given generation. 
Graphical analyses can be utilized to tailor future simulations by analyzing the effects of competition 
over iterative time scales to select the appropriate runtime parameters. 
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4.3.6 Runtime parameter analysis 
 
When it comes to user experience with the genetic algorithm described here, there are two main 
metrics that must be considered: fitness of the final best solution, and time of simulation to generate 
the given solution. There are ten runtime parameters in Table 4.7 that have the ability to affect solution 
quality, while the simulation time depends heavily on the first three parameters. The user may adjust 
these numbers as they see fit in order to reach a high-quality solution in a reasonable amount of time, 
but it is not always immediately apparent what effect the changes will have.  
a. Simulation time 
 
Simulation time is highly variable. An estimate of the total simulation time can be taken from the ground 
up from several ballpark estimates. On average, the runtime per structure of an average structure in CC 
pairing environments will be 40-50 ms (DAO structure with CC bonds) on a standard PC. This number will 
vary widely based on the base parity, the number of node connections, and whether the model saves 
longitudinal fitness and population data (savePopData, savePopFitness). For a 64 bp (DAO) 
nanostructure of ~17,000 comparisons (41), this averages to ~3 μs per comparison. In a WC paring 
environment, this number will drop to ~2 μs, owing primarily to the symmetry of complement strand 
comparison (Operation B) in Figure 4.10, and the shortened vector subtraction in ruleMatrix (69). With 
200 solutions over 500 generations, this simulation will take ~90 min in CC conditions and ~60 min in WC 
conditions. The speed of the model (tGA) for comparison time tcomp, number of comparisons N (41), and 
runtime parameters generations, popNum, popSize and numberOfElites will approximately behave in the 
following way: 
 𝑡𝐺𝐴 = (𝑡𝑐𝑜𝑚𝑝)(𝑁)(𝑔𝑒𝑛𝑒𝑟𝑎𝑡𝑖𝑜𝑛𝑠)(𝑝𝑜𝑝𝑁𝑢𝑚)(𝑝𝑜𝑝𝑆𝑖𝑧𝑒 + 𝑛𝑢𝑚𝑏𝑒𝑟𝑂𝑓𝐸𝑙𝑖𝑡𝑒𝑠) (72) 
With this estimate, the speed and performance of the genetic algorithm can therefore be tailored to the 
needs of the user. 
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b. Final solution fitness 
 
The fitness of the final solution will be influenced heavily by the type of competition and population 
dynamics present in the simulation. We investigate several parameters and their effects on final solution 
fitness through statistical analysis of repetitive tests using similar setup states.  
b.i. Mutation rate 
 
A population which is subject to low mutation rate may receive beneficial traits at a rate too slow to be 
useful to the user, while a population subject to elevated mutation rates may not be able to retain these 
traits after developing them in the first place. We perform statistical testing of the genetic algorithm for 
a DAO variant nanostructure, recording fitness and similarity statistics for ten simulations with each 
runtime setup (Figure 4.23). Three mutation rates were utilized, 2%, 5% and 10%. Solutions produced by 
both 2% and 10% mutation rates were both less diverse and less fit than solutions produced in the 5% 
condition. The fitness of 5% mutation falls at the lower extreme of the error bars for the other 
conditions, but the solutions are consistently clustered in this higher-fitness region. Results from the 2% 
and 10% conditions were much more variable in final result, but more internally similar. This suggests 
the mutation rates that are both too low and too high can lead to fitness niche creation, preventing 
more optimal solution from being found. It is evident that the computational model should therefore be 




Figure 4.23: Mutation rate over iterative testing for DAO nanostructure variant at three separate 
mutation rates: 2%, 5% and 10% (low scores represent better solutions). All other runtime parameters 
were set to default values in Table 4.7. A) F2pop best fitness scores for and accompanying error bars for 
ten separate instances of running the genetic algorithm. Better solutions for 5% mutation, based on 
fitness function (71). B) Similarity calculations for the final generation of F2pops based on (73) and 
accompanying error bars show that a medial mutation rate actually increases population diversity 
compared with high and low rates.  
b.ii. Population number and elitism 
 
A similar analysis was performed to extrapolate the relationship between population size and 
population number (Figure 4.24). Simulations were performed for 200 solutions, segregated into varying 
numbers of populations (2,3,5, and 10). By definition, the number of elite solutions in each generation 
will have an effect independent of actual population size, and in order to decouple the effect of elite 
fraction in differing population scales, the experiments were repeated with both exactly 5 elites and 
10% elites (rounded to integer values). Nanostructures with 10% elitism experienced much less change 
in fitness for differing population size. By contrast, these populations became much less internally 
similar as population sizes decreased (increasing population number). Simulations using 5 elite 
nanostructures experienced greater diversity as population size dropped, but this value became 
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asymptotic as the number of elites occupied 25% of the total population. A sharp increase in overall 
fitness (more negative fitness score) was exhibited at population numbers greater than three. For both 
conditions, 5 populations outperformed data collected from 2, 3 or 10 populations, with some question 
of statistical significance. As a general starting point, the model can be run with 5 populations with 10% 
elitism for best end fitness and overall solution diversity. Increased simulation times (generation 
number) may demonstrate better results in these conditions due to diversity retention and relatively 
smaller fitness niches in these conditions. 
 
 
Figure 4.24: Population size and number with varying rates of elitism for a DAO variant nanostructure. 
Each data point represents the average of ten independent simulations. Each simulation had 5% 
mutation and 200 total solutions divided into the number of populations shown on the x-axis. All other 
runtime parameters were set to default values in Table 4.7. To decouple the effects of elitism from 
population size, the data were collected in two separate cases, one where there were 5 elites in every 
generation, and again where 10% of the next generation was an unaltered elite. Standard deviation was 
calculated for each data point (n=10). A) Average fitness scores (71) in the best solution for each of the 




Silver(I) nanotechnology:  
DNA nanostructures with Ag+-mediated, conductive  
base pairing for self-assembling electronic arrays 
 
"We select a possibility and we walk until we reach it. So, in a sense, we create it.  
Let’s leave it at that for now.” 
Roger Zelazny, The Guns of Avalon  
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5.1. Design of DNA nanostructures 
 
DNA nanotechnology, and in turn DNA nanostructures, began with the idea of using small DNA units to 
assemble large, crystallographically-symmetrical lattices to serve as scaffolds for trapping 
biomolecules.38,164 From the beginning, it was realized that the regularity and self-assembly of these 
lattices could be used to order matter on extremely small scales, with base-pair resolution of angstroms 
(axially) and nanometers (radially), and Seeman conceived of arranging electronic components on DNA 
scaffolds. The first experiments were conducted with tiles as small as possible, owing to the synthesis 
costs of DNA oligomers in the late 1980s and early 1990s. These early studies were approached with 
mathematical rigor that took into account the precise rotation, periodicity, and angular stress 
experienced by linear and branched DNA. Indeed, it was the organic-chemical-mindset that led to early 
successes in the field—certain rules were established and motifs discovered as researchers began to 
assemble a library of small tiles that could form an ever-increasing variety of nanoscale designs. The 
focus on geometry, topology, and organized assembly rules led this line of research to be called 
‘Structural DNA Nanotechnology,’ differing from diverging fields, such as: DNA origami and its 
descendants,165 focused on taking large strands and imposing order through kinetic traps applied 
through short oligomeric DNA staples; DNA computing, which typically involves mechanical and 
biochemical computation using kinetic state changes over second- or millisecond-timescales;166 RNA 
nanotechnology,116 which typically focuses on the catalytic properties of RNA oligomer secondary 
structures; and more abstract, hybrid technological fields dedicated to molecular tweezer 
development,167 gene silencers,168 and even plasmonic device fabrication through integration of DNA 
into nanoscale waveguides.169  
 Whereas structural DNA nanotechnology has seen great successes, developing lattices and 
nanomaterials with linear,170 parallel,171 square,172 hexagonal,173 tetrahedral,174 and even more abstract 
polyhedral geometries,175 there has been significant delay in attaining any meaningful electrically-active 
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nanomaterials, owing primarily to DNA’s structural, but not electrically-conductive nature. Indeed, 
nucleic acids demonstrate a wide variety of behaviors, forming enzyme-like species,176 encoding 
information, forming natural crossovers, limited self-replication and transposon-based self-motility, but 
only one study has convincingly demonstrated the electrical usefulness of a naturally-occurring DNA 
variant, namely, guanine tetraplexes.30 Many studies have worked to integrate nanomaterials into DNA 
lattices, either through: post-annealing nanoparticle or nanotube attachment;22,177 post-assembly 
metalation178 or use as a lithographic mask;179 trapping of semiconductors in polyhedral cages;45 redox 
activation of backbone free electrons;180,181 or even fluorophore-based plasmon transfer;169 but a robust 
system of electrical integration or nanowire assembly has yet to be established. 
The promising G4 candidate may become a viable route to semiconductor self-assembly, but 
synthesis constraints of long guanine tetraplexes inhibit large-scale lattice development at this date. 
Metalation or ashing of DNA lattices takes advantage of the structural properties of DNA, but does not 
use its site-specific self-assembly to attain diverse nanomaterials with sub-10 nm resolution, which is the 
true promise of structural DNA nanotechnology. The introduction of a conductive metal base pair62,94 
offers the promise of atomic rearrangement within the double helix to forge conductive pathways into 
polynucleotides, but changes in structural chemistry and resulting thermodynamics make it difficult to 
predict the two measures of early DNA nanotechnology success: exact helical structure and kinetics of 
assembly. To allow for more flexible work with the rotational dynamics of DNA oligos and more precise 
control of kinetic traps (heterostructures), it was decided in this work that the assembly of 2D materials 
with embedded ions would begin with three minimal-nucleotide tile types: the single crossover (SX) 
Holliday junction (HJ) tile,122 the T-junction (TJ) tile,182 and the double crossover (DX) tile148 (Figure 5.1). 
Each tile was chosen for its various structural properties: HJ and DX tiles are quite rigid, while TJ tiles are 
flexible and involve kissing loops. TJ and DX units involve short strands, while the HJ unit uses longer 
oligonucleotides. HJ and DX tiles form rigid, rectangular lattices, while TJ tiles can form a variety of 
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quadrilateral and circular structures. Each tile was tested with its literature-derived (canonical) analog, 
while small changes were made to force the necessity chelation of silver ions into critical lattice points. 
Experimental yield is discussed in terms of design fidelity, or adherence of the experimentally-derived 
nanostructure to its designed nanoscale morphology. We analyze the arrangement of individual tiles 
into their resulting lattices by size and shape of the resulting windows/bundles. We subsequently 
analyze the resulting arrangements of these tiles beyond the single-unit level. For structures of fixed 
size, an analysis can be quantitatively carried out by comparing micrographs of the fully polymerized 
structure to its designed shape; whereas lattices with unbounded growth are investigated for long-range 
order—grain size—before tearing or defect introduction. Over the course of the study, it became 
apparent that each tile has its advantages and drawbacks, and a number of modifications may be made 
on the promising results obtained from these basic units. Suggestions for future study and application 
are made with each type of nanostructure.  
 
Figure 5.1: Designs of DNA nanostructure tiles used in this study. A) Single crossover (SX) tiles based on 
Holliday junctions involves branching between two vertically offset duplexes. At least four 
oligonucleotide segments participate in this junction. Tiles based on this junction generally contain four 
iterations of the SX unit. B) T-junction tiles based on sticky end/kissing loop junctions in planar units with 
two internal 90⁰ hairpin turns. Lateral strand length and SE/KL complementarity determines the type of 
structure that can be assembled. C) Double crossover (DX) tiles involve two adjacent (parallel or 
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antiparallel) duplexes that contain two consecutive, collapsed SX units. Parallel tiles can bind to 
themselves, while antiparallel tiles require SE-modified analogs to create an alternating ‘AB’ lattice. 
5.2. Single crossover (SX) units: Holliday junctions and variants 
 
5.2.1. General design 
 
The most basic branching unit in DNA nanotechnology is the single crossover, whose structure mimics 
that of the Holliday junction in a meiotic dsDNA crossover event. The tile itself consists of a cross shape, 
where two perpendicular oligonucleotides are bound together (offset in the Z axis) by two bent oligos 
(Figure 5.2). The tile has two isomers, which can interchange freely in a monomeric state. The tile 
envisioned by Ned Seeman that began the DNA nanotechnology revolution involves the strand linking of 
four SX tiles into a single monomeric unit (Figure 5.2C).122 While the SX unit is floppy and has isomeric 
structures, the  full Holliday junction (HJ) DNA nanostructure is built from longer, weaving strands that 
force a single, rigid confirmation of crossovers at distances large enough to be visualized via AFM (14.2 
nm windows), but small enough to be well below the persistence length of DNA (~35 nm).183 As a result, 
the HJ tile has been a very successful test case in the field of DNA nanotechnology. Here, we present 
several variations to this tile in order to incorporate dC:Ag+:dC and other nanowire types into the 
lattices. As a template, the HJ tile is very amenable to alterations and serves as an excellent basis for 




Figure 5.2: Types of single-crossover (SX), or Holliday junction (HJ), tiles. Colorful dotted lines show 
sticky end connectivity. A) The Holliday junction, whose geometry has been used to build a variety of 
tiles in the literature and in this manuscript. B) The Holliday junction tile can be functionalized with 
sticky ends to polymerize with itself, but the design is not rigid for long-range order. The standard 
minimal tile uses symmetrical arms of 1-2 helical turns (10-11 or 21 bp), but can be envisioned in an 
asymmetric design. C) The standard DNA nanostructure, built by Ned Seeman and colleagues, links four 
single crossover units in a rigid assembly using four straight oligo beams, two short L-shaped connectors, 
and two long, W-shaped winding strands.122 D) The standard lattice can be cut into its components and 
rejoined using a variety of linker sequences with orthogonal chemistries. E) The standard lattice can also 
be modified to include fusion strands, connecting strands of opposite orientation to enable 
functionalization of a stacked layer through secondary annealing.  
5.2.2. Original Seeman HJ Lattice 
 
As envisioned by Ned Seeman, the HJ lattice is a rigid bundle of four single-crossover units. The structure 
utilizes eight oligonucleotides, four perpendicular 6-turn oligos that make up the frame, two short 
sticky-end-functionalized, L-shaped, 2-turn oligos, and two long, W-shaped 10-turn oligos that serve to 




Figure 5.3: HJ original lattice design. A) The individual tile is shown with its sticky end connectivity 
(dotted lines) and sequence numbers (inset). B) When polymerized, the lattice possesses roughly 
rhomboid windows of 4x4 turns (14.2 nm) and 2x2 turns (7.1 nm) that are visible by AFM.  
Table 5.1: HJ original sequences (sticky ends bold)122 
Type Sequence # Nucleotide sequence 














L-shape 7 5′-CAATG-CTCACTCACCATACTG-CGTCT-3′ 
8 5′-CATAC-CGATTCGTGGCTGTCA-GTGAG-3′ 
 
We synthesized and imaged HJ lattices using these archival sequences, annealing 0.2 nmol each oligo 
together in 100 μL 1x MOPS (100 mM NaNO3, 12.5 mM MgSO4 and 10 mM MOPS), cooling the reaction 
in a water bath from 95 ⁰C to RT over 48-72 hr, following the original reported annealing protocol.122  
The lattices were built using no sticky ends; sticky ends along one axis (1D lattices); and all sets of sticky 
ends (2D lattices) (Figure 5.4). Over a variety of experiments, polymerization was visualized as predicted; 
and it could be controlled to grow lattices in one or two dimensions over many hundreds of nanometers 
(1D tiles) or several microns (2D tiles). The yield, in terms of design fidelity, was reasonable: many 
lattices were formed with the appropriate periodicity. In addition to lattices, there were also aggregates 
of DNA which originated as lattices and tore on deposition (see Figure 5.4B,E, top of images). In terms of 
scale, lattices of the appropriate shape were observed to grow to lengths of many microns and widths of 
several hundreds of nanometers before the introduction of defects, or grain boundaries. The yield, in 
these respects, was somewhat lower than observed in the literature, as grain boundaries in the original 
manuscript extended into the micron scale in two dimensions, not one.122 The differences in the 
experimental results here (and in subsequent tiles) can be attributed to differences in experimental 




Figure 5.4: HJ original lattices. A) Design of the lattice using 1D and 2D designs, where sticky ends are 
selectively included to orient and constrain growth along one or two axes. B) 2D tiles show lattice 
assembly in agreement with the predicted shape, as well as a bundled mass of ssDNA that repeats 
across other HJ lattices. C) Over long range, the lattices can be seen to coagulate and form long spindles. 
D) Each spindle can grow to be ~40 nm wide and over 1 μm long, with lattice windows beginning to be 
visible. E) When designed for 1D growth, short ladder-like structures are attained, matching the 
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expected 10 nm width and growing between 80-200 nm in length. Overall, the lattice behaves as 
predicted and as reported by others. F) Scale bar for height sensor in AFM images shown. 
5.2.3. HJ-fracture tiles with linkers 
 
The Holliday junction structure, as first described by Mao, Sun and Seeman in 1999122 consists of a tile 
with 4x4 helical turns in a center square, filled out by one helical turn extrusions from each vertex, with 
5 bp sticky ends (see Figure 5.3). To introduce base pairing diversity into this structure, we cut the larger 
tile into its four component crosses. On the vertical lines, these cuts remained as 5 bp sticky ends, 
allowing hybridization. On the horizontal axes, the cuts were peeled back to create non-hybridizing 
sticky ends which could be filled with linkers. Each type of linker consisted of at least one double-
stranded, internally complementary sequence, a non-canonical pairing feature, and the appropriate 
sticky ends for hybridization with the left and right halves of the tile. The total number of base pairs in 
the horizontal beams were corrected to multiples of 10.5 in order to preserve helical periodicity. With 
the introduction of additional base pairs on the horizontal axes, central windows are no longer 
rhomboid, but parallelogram in shape, creating a visual asymmetry that can be seen via AFM to 
determine the location, orientation, and fidelity of linker incorporation (Figure 5.5). To achieve this, 15 




Figure 5.5: Design of the fractured Holliday junction lattice, based on original lattice by Mao, Winfree 
and Seeman (1999).122 A) Sticky ends are created mid-edge by introducing 5bp cuts in the existing 
sequences used by Mao et al. B) A lattice can be assembled in piecewise fashion using 1-step or 2-step 
anneals, either adding all sequences together, or first annealing individual crosses and then mixing. Note 
that there exist three different windows, a large rhombus of dimension 14 x 14 nm, a small rhombus of 
size 7.1 x 7.1 nm, and parallelograms with dimension 7.1 x 14 nm. C) Linker chemistry is added to the 
horizontal arm by peeling back 12 base pairs in the center beams, creating two sticky ends of length 5 
bp, and discarding terminal AT pairs. The linkers are held together with at least some region of WC, CC 
dsDNA, and may include stretches of ssDNA or G4 chemistry. Where appropriate, rotation is corrected 
to bundles of single helical turns (10.5 bp). D) Lattices created from these units are assembled in 3-step 
anneals, and are no longer topologically symmetrical. There exists one small rhombus of size 7.1 x 7.1 
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nm, parallelograms of size 14 x 7.1 nm, and a central parallelogram of larger size, depending on the 
linker length and stiffness. Some linkers will have differing size, owing to their mechanical properties. 
Table 5.2: Holliday junction fractured lattice 
Sequence 
Name 
Attribute Nucleotide sequence 
HJ-1A  Split sequence (2x) 5'-GTATGCTGATAGGACAATGAGTAGCTATTGGTG-3' 
HJ-1B Split sequence (2x) 5'-TTAAGATACCAGTGGACGAATCG-3' 
HJ-2A Split sequence (2x) 5'-CAGTATGGACGTAGATACTGTGCTA-3' 
HJ-2B Split sequence (2x) 5'-TTCGAACTAGCGTCATCGGACGATCAGAGACG-3' 
HJ-3A Split sequence (2x) 5'-CATTGGTAGTGCCTGTAATAATGTTGACTGCGGTTA-3' 
HJ-3B Split sequence (2x) 5'-CCGTACTAATTGCTGTACCTGAGTGAG-3' 
HJ-4A Split sequence (2x) 5'-TGACAGCCTGTCGAGTAGATCGTATGAATAG-3' 
HJ-4B Split sequence (2x) 5'-ATGGCATCGCTGTAAATCCTGTGTCACCTCAC-3' 
HJ-5A Split sequence (3x) 5'-GTGACACACCGATGACGCTAGT-3' 
HJ-5B Split sequence (3x) 5'-ATCGTTAGCACAGTATCTACGTGGTACAGCAATTAGTACG 
GTAACC-3' 
HJ-5C Split sequence (3x) 5'-GCAGTCAACATTATTACACCTATCAG-3' 
HJ-6A Split sequence (3x) 5'-CTGATCGTGGATTTACAGCGATGCCATCTATT-3' 
HJ-6B Split sequence (3x) 5'-CATACGATCTACTCGACACCACTGGTATCTTAACGTTGA-3' 
HJ-6C Split sequence (3x) 5'-ATAGCTACTCATTGTGGCACTAC-3' 
HJ-7 Original sequence 5'-CAATGCTCACTCACCATACTGCGTCT-3' 
HJ-8 Original sequence 5'-CATACCGATTCGTGGCTGTCAGTGAG-3' 
 
Table 5.3: Holliday junction fractured lattice linkers 
Sequence 
Name 
Attribute Nucleotide sequence 
L-A1  C11 linker, L-A2 
complement 
5'-ACGATCCCCCCCCCCC-3' 





L-A3  C11 linker, L-A4 
complement 
5'-TCAACCCCCCCCCCCC-3' 
L-A4  C11 linker, L-A3 
complement 
5'-ACCACCCCCCCCCCCC-3' 
L-C1  C32 linker, L-C2 
complement 
5'-ACGATCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC-3' 
L-C2  C32 linker, L-C1 
complement 
5'-TCGAACCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC-3' 
L-C3  C32 linker, L-C4 
complement 
5'-TCAACCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC-3' 
L-C4  C32 linker, L-C3 
complement 
5'-ACCACCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC-3' 
L-D1  [G4-C11-G4] linker, L-D2 
complement 
5'-ACGATTGGGTTAGGGTTAGGGTTAGGGTCCCCCCCCCCCC-3' 
L-D2  [G4-C11-G4] linker, L-D1 
complement 
5'-TCGAATGGGTTAGGGTTAGGGTTAGGGTCCCCCCCCCCCC-3' 
L-D3  [G4-C11-G4] linker, L-D4 
complement 
5'-TCAACTGGGTTAGGGTTAGGGTTAGGGTCCCCCCCCCCCC-3' 
L-D4  [G4-C11-G4] linker, L-D3 
complement 
5'-ACCACTGGGTTAGGGTTAGGGTTAGGGTCCCCCCCCCCCC-3' 
L-E1  G-rich linker, L-E2 
complement 
5'-ACGGGGTTAGGGTTAGGGTGTAGCGATTGG-3' 
L-E2  G-rich linker, L-E1 
complement 
5'-TCGAATGGGTTAGGGTTAGGGTACCAATCGCTAC-3' 
L-E3  G-rich linker, L-E4 
complement 
5'-TCAACTGGGTTAGGGTTAGGGTGTAGCGATTGGT-3' 
L-E4  G-rich linker, L-E3 
complement 
5'-ACCACTGGGTTAGGGTTAGGGTACCAATCGCTAC-3' 
L-F1  T-rich linker, L-F2 
complement 
5'-ACGATTTTTTTTTTTTTTTTTTTTTTTGTAGCGATTGGT-3' 





L-F3  T-rich linker, L-F4 
complement 
5'-ACTTCATTTTTTTTTTTTTTTTTTTTTGTAATTGCGGGT-3' 




To fully realize a fractured-tile lattice, each of the crosses in the lattice were labeled 1-4, going 
counterclockwise from the top left. Sub-tiles 1-4 and the linker components (A1,2-F3,4) were annealed 
over 48 hr from 95 ⁰C to RTP in a water bath, with 1:1 Ag+ molarity where required, with 0.2 nmol each 
DNA strand in 10 mM MOPS, 100 mM NaNO3 and 12.5 mM MgSO4. Secondary anneals joined tiles 
[1]+[2]+[X1.2]+[X3,4] and [3]+[4] for linker X (A-F), cooling from 40 ⁰C to RTP over 24 hr. Tertiary anneals 
combined the left and right halves of the lattice tiles [1,2,X1-2,X3-4] + [3,4], cooling from 40 ⁰C over 24 
hr. 
a. G4-CC hybrid linkers 
 
The most successful linking chemistry came from a G4-C11-G4 spring linker, which utilized [AGGGTT]4 
repeats in order to create guanine tetraplex features of 3 nt in length (12 total dG bases). The 
complementary middle of the linker was bound with [dC:Ag+:dC]12, creating a lattice linking chemistry 
between WC topology, guanine tetraplexes (a known semiconductor)30 and C12, which we had previously 
shown to display enhanced conductance relative to its WC analog,62 which may only polymerize when 
the linkers form ion-coordinating metal base pairs. Because of the addition of the linkers, the windows 
are no longer rhomboid, but rather form 4x7 helical turn parallelograms. Because the G4 units may be 
uncoiled under mechanical stress, the short side of the holes is estimated to be a precise 14.3 nm, while 
the long edge may be between 21.1 nm (tightly formed G4) and 33.3 nm (uncoiled ssDNA). The 
unraveling of linked G4 bundles would likely lead to the decay of any type of conductance across such a 
hybrid lattice—this may act as a confounding effect in a proposed active nanostructure, or it may 
present an opportunity for mechanical switching of electronic behavior to add or remove current 
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blockades. We can see in Figure 5.5 that this assembly was extremely successful, producing lattices with 
well-defined features and long-range order. Large, interwoven structures formed with widths between 
80-200 nm (Figure 5.5 B,C) and lengths exceeding the AFM scan size. The images show the long and 
short axes of the lattice (Figure 5.5 E,F), and it can be clearly seen that where the lattice is stretched 
mechanically during deposition, the G4 sections of the linkers will expand to their uncoiled length, from 
21 to 33 nm (Figure 5.5F). In the larger scans, holes can be seen at the very center of vertices between 
three or more different lattice axes, where tension exceeds the ability of the G$ springs to stretch 
(Figure 5.5C). In the largest image, the lattice holes can still be clearly seen in regular, window like 
repeats, again with larger windows near the vertices. An extreme close-up micrograph shows that the 
lattice windows are in good agreement (±1 nm) with the predicted lengths (Figure 5.5I).  
This experiment is similar in yield to controls (Figure 5.4), with grain boundaries of microns in one axis 
and tens to hundreds of nanometers in the other. Tears in the lattice from deposition during imaging 
can account for the limitations in grain size and the web-like appearance of nanostructures in Figure 
5.5C. In terms of design fidelity, the lattice periodicity and features behave exactly as designed, with a 
minority of material forming non-lattice or proto-lattice aggregates in the holes between grains. This 
type of yield can be considered quite high, and a softer deposition process might garner images of 
accurately-formed lattices with grain sizes extending many microns. This G4-C:Ag+:C hybrid Holliday 
junction is a successful DNA nanostructure; and it is the first of its kind to incorporate multiple forms of 
orthogonal base chemistry into a single periodic lattice. As such, this design possesses great potential in 






Figure 5.5: AFM analysis of HJ lattice with G4-C11-G4 linkers. A) Predicted tile shape from a 3-step 
anneal, showing 21 x 14 nm large windows, 7.1 x 7.1 nm vertex windows, and their adjoining rectangles. 
B) Successful lattice with component windows visible for 750 x 750 nm micrograph. C) Long range order 
of the lattice with similar topology to B, noting that in vertices between interlinking lattices, G4 springs 
stretch to their 33 nm maximum. In some cases there are holes where mechanical forces during drying 
exceeded the strength of the sticky ends. D) scale bar for B,C. E) Close-up 250 nm x 250 nm micrograph 
shows lattice periodicity and growth axes, with the long axis depicted with a solid white arrow and the 
short axis with a dotted one (inset). F) Image from B shown again with a 6th order flatten function to 
accentuate details. Growth axes are again marked with solid and dotted white arrows. Stretching of the 
long growth axis across a lattice vertex (orange line) is shown, and the spring-like unwinding of G4 
increases window size from 21 nm to the predicted 33 nm with high fidelity (blue inset). G) scale bar for 
E,F. H) Zoomed-in reproduction of E shows parallelogram shape of large windows, square shape of the 
small windows, and the adjoining rectangles. I) Measurements of these edge lengths is overlaid (white 
lines, lengths in nm) and are in close agreement with the prediction in A for tightly coiled G4 in the 
linkers. J) scale bar for H,I.  All images taken on a Bruker Dimension Icon AFM in a PeakForce QNM in Air 
mode using a 1 nm silicon nitride high-resolution tip. Scan parameters utilized low Z-piezo range (1-2 
μm), PeakForce Engage Setpoint (50-80 mV) and were, unless otherwise noted, subjected to a 1st order 
flatten function in Nanoscope Analysis v1.9.  
b. Other linkers 
 
Other linking chemistries were tested, with varying success. Many of the structures seemed promising, 
and additional trials or high-resolution AFM time could help promote these nascent designs. C11 linkers 
showed some lattice-like structure (Figure 5.6B-C), without the rigid lattice axes seen in the G4 hybrid. 
C32 linkers showed some promise in large lattice growth, with tearing in >5 μm lattices suggesting flat 
sheets in aqueous conditions (Figure 5.6F-G). The reaction in this assembly was tightly controlled to 
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minimize Ag+ availability during linker assembly. We have shown that unitary Ag+ promotes frame 
alignment in > 11 nt polycytosines, and it appears that this prevented overly pronounced stretching of 
the lattice in what would be an irreversible (or temporally unrealistic) relaxation of the C32 sliding. This 
structure shows promise for future functionalization and sequence optimization. Watson Crick linkers 
were tested as controls, and though the sequences appeared to have some incongruencies, the lattices 





Figure 5.6: HJ fracture with linkers. A) Design and predicted lattice dimensions with an 11 bp 
polycytosine linker. B) Some pseudo-lattices are observed, but the images are predominated by 
disordered ssDNA (scale bar inset). C) This result is repeated over long range scans, with small, >500 nm 
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lattice-like shapes littered between supercoiled oligos. D) Scale bar for C. E) Design of a C32 linker, in 
which the known promiscuity of the C32 oligo makes asymmetrical, non-reversible stretching of the 
lattices possible. F) When annealed, ordered lattices are observed with a rounded profile, suggesting 
stacking of additional layers or inappropriately bound C30 molecules (scale inset). G) Over long range, 
lattices are oriented and linked across distances >5 μm, suggesting good lattice assembly. Frequent 
breaks in the short side of the lattices open holes that may be due to C30 stretching but are more likely 
the result of breakage during deposition, suggesting that many μm2 sheets may be present in aqueous 
conditions. H) Height scale for G. I) Design of WC-pairing linkers and expected dimensions. J) Pseudo-G4 
sequence L-E1-4 forms lattices with good grain orientation, with an overall lattice width of 
approximately four tiles (~120 nm). K) PolyT linker L-F1-4 shows long-range lattice assembly with 
significant background ssDNA detritus. L) Height scale for J,K.  
The overall yield of these designs was somewhat lower than the controls in Figure 5.4 and the hybrid 
linkers in Figure 5.5. With the exception of C11, the other linkers exhibited medium- (polyT, pseudo-G4) 
and long-range (C32) grain development. It remains unclear if the nanoscale lattice features were exact 
replicates of the designs, but the uniformity of large lattice grains suggests a similar uniformity on the 
nanoscale, and indeed AFM images in Figure 5.6 hint at lattice windows of the appropriate scale (Figure 
5.6). On the whole, the HJ fracture appeared to be quite successful, and this design may be amenable 
for functionalization by a wide variety of nanomaterials, including carbon nanotube-thiol compounds,137 
metal base pairs,82 XNA,184 nanoparticles,22 and guanine tetraplexes.30 
5.2.4. HJ superstrand tiles (HJ-SS) 
 
a. Design considerations 
 
The HJ “superstrand” tile is a hybrid design. It uses DNA nanotechnology as a substrate in the way that 
many studies suggest (such as an etch mask or waveguide);169 however, this substrate is a direct 
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template for site-directed assembly of a secondary layer composed of orthogonal nanowires. To achieve 
this, a fusion of intermediate length arms in the HJ Seeman design (sequences 3 and 5: 3/5 fusion, as 
well as sequences 4 and 6: 4/6 fusion) are carried out using an ssDNA linker (Figure 5.7, Table 5.4). The 
sequence composition of this intra-strand linker allows for subsequent annealing with polycytosine 
oligos.  
 
Figure 5.7: Lattice design using the HJ-SS tile. A) Monomeric tile showing sticky end connectivity; B) 
lattice shown with fusion strands extruded in Z (red); and C) lattices shown with the C30-FAM linker 
attached after secondary annealing. Lattices have 42 bp, 14.2 nm large windows and 21 bp, 7.1 nm small 
windows. 

































The fusion strands were approached from two perspectives: first using a single, 200 nt fusion strand 
ordered as an Ultramer® oligo from IDT DNA; and second as a series of sticky-end coordinated pieces to 
achieve the two-layer design. The first approach benefits from continuity—the superstrand component 
is a single unit, simplifying the kinetics of assembly. With fewer degrees of freedom and fewer distinct 
oligonucleotides, the design benefits from tighter reaction control and increased likelihood of single tile 
assembly. The fundamental drawback to this design comes from synthesis constraints: IDT DNA, Elim 
Biopharmaceuticals, and other commonly used synthesis companies have an oligomeric length cap of 
200 nt. To achieve a true fusion strand, the sticky ends at the end of each sequence are clipped (sticky 
end inversion would produce an improper 5′-5′ junction). As a result, each fusion generates a loss of two 
sticky ends. The original HJ lattice has eight edge connections; the 3/5 fusion design has six edge 
connections; while the 3/5-4/6 fusion design benefits from only four connections. As a result, long range 
order may suffer. 
The second approach instead retains the sticky end, while introducing a nick in the HJ-5 strand similar to 
what was carried out in the HJ fracture tile in Section 5.2.3. The polymerization of this tile benefits from 
eight functional sticky ends at the edges of the design, but introduces a ninth toehold directly beneath 
the superstrand component. The differences between these designs can be seen in Figure 5.8. 
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Experimental performance of these two approaches are compared both with and without their C30 
linkers; and assembly of single tiles, 1D chains, and 2D lattices is assessed below. 
 
Figure 5.8: Two types of HJ-SS tiles are built, an HJ-SS fusion and an HJ-SS fracture tile. A) The HJ-SS 
fusion tile seen from above has two visible fusion strands (3/5 and 4/6, both red). Each fusion strand 
forces the inactivation of a terminal sticky end (blue) due to sequence length constriction. The strand 
numbers in the original Holliday junction design are shown for reference. B) When seen laterally (the Z 
axis is up), the fusion strand (red) can be seen winding around the lattice, in some parts annealing to 
itself. C) The annealing of C30 onto the fusion strand occurs in a high-tension area, as a result of design 
and synthesis constraints. There is no spacing between the two layers by design, but the A6 caps to the 
superstrand region relieve some of the tension and allow for rotational freedom in the C30 duplex. The 
C30 sequence was synthesized with 3′-FAM (fluorescein) fluorophore to determine if association with 
the lattice was specific and discrete. The whole superstrand region is 42 nt long, or 14.3 nm, while the 
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C30 linker is 30 nt, or 10.2 nm, occupying just under three of the four possible helical rotations in the 
region. D) The HJ-SS fracture tile retains 8 functional sticky ends, but introduces a nick in strand 5 (red 
circle) to reduce the maximum oligo length to below 200 nt. The fracture strand is thus the coordination 
of two strands, HJ-3/5A and HJ-3/5B (see Table 5.4) bound 21 nt into the central beam of HJ-2. E) The 
nick occurs directly beneath the superstrand region. F) The relaxation of length constraints allows for 
two 3 nt pyrimidine (dT) spacers in the superstrand region to allow a vertical offset of the C30 duplex 
when bound. This is expected to reduce tension along the nanowire region and allow for greater 
rotational freedom. 
b. Control experiments: lattices without nanowires 
 
The HJ-SS substrate was tested before addition of any nanowire components: annealing was performed 
without the addition of the C30-FAM linker. In this experiment, the products were analyzed by AFM 
(Figure 5.9). Single, 14 nm windows were attained when fracture tiles (Figure 5.8D) were annealed 
without sticky ends (Figure 5.9D), though the windows were frequently opened (i.e. interrupted frame), 
irregularly-shaped, or trailing their longest oligomers. At this scale, it is clear that tightly-controlled 
windows are attainable, but they are not the predominant product of annealing. Lattices of a scale 
between 100-800 nm were attained when fusion tiles (Figure 5.8A) were annealed without the 
attachment linker (Figure 5.9E,F; Figure 5.7B). In this case, the experiment was carried out with only one 
fusion strand (3/5) to investigate assembly with six sticky ends. Unlike in the 0D case, the sticky-end-
modified sequences were able to produce windows of the appropriate size with good regularity, and 
differential layers from mica deposition begin to become apparent. It is likely that the planar extrusions 
provided by the superstrands facilitate stacking, and perhaps growth, of lattices in the Z direction. Unlike 
AFM performed on other structures, most of the background noise in HJ-SS images consists of 14 nm 
squares, suggesting that the layers may be several iterations deep (see Figure 5.9E). All of the fusion 
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strands are composed of ss-polyC, and it is unclear whether it is the interactions between these 
sequences from acidification during drying that produces this stacking behavior, or whether the lattices 
are simply growing in an irregular fashion due to the complexity of the tile.  
 
Figure 5.9: Control experiments for the Holliday junction superstrand tile. A) The underlying lattice 
pattern of the HJ-SS design mimics the original HJ tiles. Here four tiles are shown in tight association. 
There are windows of 14.2 nm in size (42 bp, blue) and 7.1 nm (21 bp, orange) B) The superstrand arms 
of the tiles are extruded above the lattice by steric rotation with no spacers (fusion tile) or by three 
nucleotides (fractured design) (Figure 5.8). This superstrand (red) sits above the tile and contains a 30 nt 
(10.2 nm) polycytosine as a secondary annealing site for functionalization. Here, the fusion of oligos HJ-3 
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and HJ-5 is shown, producing a regular nanowire adhesion site every 63 bp, or 21.3 nm. C) Design with 
two fusion strands, 3/5 and 4/6 is shown. This produces corners that may allow ‘turning’ of nanowires 
above the HJ substrate with similar regularity. D) HJ SS 3/5 fracture tile assembled without sticky ends. 
Windows are roughly rectangular in shape, and are frequently broken during deposition or partially 
unwound. This suggests that the tension along the superstrands makes the tile prone to disassembly in 
the absence of sticky end anchoring. E) When the 3/5 fusion tile is annealed with six sticky ends, regular 
lattices with windows are formed in the HJ fusion tile that resemble the standard HJ shape. F) Closer 
imaging of the lattices shows good agreement with the predicted feature sizes, and further shows 
multiple layers of lattices growing or stacking atop one another with identical orientation. 
c. HJ-SS fusion with duplex nanowires 
 
HJ-SS fusion tiles were investigated for duplex nanowire incorporation. A secondary anneal was 
performed by adding equimolar C30 and unitary Ag+ to the lattices, followed by cooling from 40 ⁰C over 
48 hr. The stoichiometry of the reaction is difficult to control, as C30 will also form a regular nanowire 
with itself over long range in the presence of ionic excess (see Figure 2.2D).91 It is expected that there 
will be insufficient C30 to achieve nanowire connectivity across all the lattices, and this may be 
corrected in the future by changing the sequence design to incorporate adenines (two-ring, wide 
nucleobases) as steric inhibitors at key sites. In general, the reaction was designed to starve C30 of ions 
in order to discourage self-annealing. Occupancy of the double-stranded fusion strand assembly appears 





Figure 5.10: Experimental conditions for HJ superstrand 3/5, 4/6 fusion nanowire lattices after 
secondary annealing with equimolar C30. A) Predicted shape of the HJ lattice, with fusion strand C30 
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shown in red. The C30 duplex has an estimated length of 10.2 nm, while the spacing between parallel 
C30 nanowires is predicted to be 21.4 nm. B) The same lattice is shown, connecting the superstrands to 
mimic what is may be seen on an AFM, when the holes between sequences on the secondary layer may 
not be visible. C) The stiff regions formed from the superstrands are shown without the underlying 
lattice, showing the DMTmodulus profile predicted from nanomechanical AFM. D) Lattices retain the 
layered phenotype seen in Figure 5.9E,F, and mimic to some degree the shape in B (white overlay, 
scaled appropriately). A tall, linear feature is seen running across the image at the edge of a set of 14 nm 
windows . E) The same feature is investigated using nanomechanical AFM, and clearly shows bar-like 
features of 10 nm length that mimic the expected shape and regularity of the superstrand feature. The 
window between the superstrands here is 21 nm, in agreement with the mechanical prediction in C. F) 
Over longer range, the lattices appear misshapen with respect to the prediction. Closer analysis shows 
that, for many of the tiles, this is due to the extrusion and occasional unwinding of the fusion strands, 
likely as a result of closure of four of the eight sticky ends. Three regions of dsDNA nanowires are 
highlighted (orange), and in one case, the lattice (white) and superstrand position (red) is shown, 
mimicking the image with good agreement. G) When compared to the modulus of the same data, 
several superstrand regions can be seen with ~10 nm regular lines. The lattice orientation can be more 
clearly seen in this image. Overlays of the critical regions (orange) and lattices (red, white) are shown to 
complement F.   
As with the controls, the full C30-HJ-SS structure is subjected to multiple levels of annealing. In order to 
distinguish between lattice stacks and superstrand duplexes, AFM was performed using PF-QNM 
(PeakForce Quantum Nanomechanical in Air, Nanoscope 9.1 and 9.4, Bruker)(Figure 5.10). The 
comparison of mechanical maps, including dissipation (force capacitance), adhesion and modulus with 
the height sensor teased out the differences between the lattice and the nanowire layers. Because the 
fusion strand has no spacing between the layers,  there is a great deal of tension in the superstrand 
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sequence. When correctly annealed, the dsC30 regions will be stretched tautly, with rotational freedom, 
anchored by two polyadenine ssA6 sequences to fill out 42 nt (Figure 5.10). With this in mind, the 
stiffness of the superstrand region is expected to be greater than that of the surrounding lattice. When 
the stiffness maps of C30-HJ-SS lattices are compared with height data, 10 nm lines appear with regular 
spacing across some (but not all) of the lattice area. In general, comparing the lattices to their predicted 
designs, it is clear that there are some regions that anneal with high fidelity, but where the fusion 
strands begin to unwind, there is a disruption in the lattice that affects tiles tens of nanometers away.  
Fundamentally, the loss of four sticky ends causes improper anchoring of the tiles at each edge. Much of 
the disorder seen in Figure 5.10 can be traced to faulty connectivity—windows of the appropriate size 
and duplex nanowire functionality are regularly obtained across the lattice, but there is a roundness and 
rotation to the tiles that does not mimic the intended shape. This is a primary drawback of the HJ-SS 
fusion design, suggesting that a fracture tile may be more appropriate.  
When the same analysis of HJ-SS 3/5 fusion tiles is carried out in a one-step anneal, a different lattice 
phenotype is attained. In the previous experiment, the second step of a two-step anneal is carried out at 
lower temperature (40 ⁰C), and thus allows the tiles to fill gaps in the structure but also unwind with the 
excess thermal energy. By contrast, a one-step anneal spends only a relatively short period of time in 
the critical temperature zones (40-60 ⁰C).165 This introduces more point defects, but experimentally the 
periodicity of the overall lattice has a much higher fidelity (Figure 5.11). Whereas a two-step anneal 
produced a misaligned, whole lattice, performing a one step anneal generated a point defect replicated 
with long-range order: groups of eight tiles assembled in squares around the missing sticky end, leaving 
a hole at the center of a 70 nm pseudotile. Each arm of the pseudotile, on cross-section, has peaks 
corresponding to the ~14 nm lattice windows designed in the HJ standard tile. This structure 
demonstrates a repetitive, defined shape; and it may represent a means of altering or modifying lattice 
period through modification of sticky end availability. The regularity implies that future synthesis of a 
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>200 nt oligonucleotide fusion strand that still includes sticky end components may be a means to 
closed, uniform HJ-SS lattices.  
 
Figure 5.11: HJ-SS fusion pseudotile with C30 linkers in a one-stage anneal. A) As a result of the missing 
sticky end in HJ-3/5 fusion, lattices can form with a missing unit. The defect creates a pseudolattice with 
holes of ~70 nm in diameter. The regularity of the holes cannot be controlled, as some tiles may fill gaps 
even without the presence of a sticky end. Superstrand regions are marked in red. B) Lattices form with 
regular 70 nm windows (scale inset). C) Adhesion map of a similar structure shows highly regular 
pseudotile assembly with a periodicity of 63-75 nm (scale inset). D) Smaller windows within the 
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pseudotiles can be seen in an adhesion map that correspond to the designed lattice features (tile 
composite inset to scale). Windows are highly regular, and each edge contains two peaks 11-13 nm 
apart, corresponding to the HJ lattice period expected by the original design.  
d. HJ-SS fracture with duplex nanowires 
 
The HJ-SS fracture tile was tested in a one-step anneal with its accompanying C30-FAM linker. This tile 
performed much better than the fusion tile, retaining strong, periodic features expected in Holliday 
junction lattices. These lattices can be seen to grow in bundles larger than 20 μm, perturbed by 
deposition during imaging (Figure 5.12B). These large-scale features demonstrate the appropriate 14 
and 7 nm features when imaged at higher resolution (Figure 5.12D-G). Due to the small features in a 
tightly-wound lattice, adhesion maps show more detail of the lattice features then force height maps 
(Figure 5.12 G/F, Figure 5.13 B/A, Figure 5.13 C). Adhesion force is likely less affected by changes in the 
voltage setpoint as the adhesion force is extracted from hysteresis of the tip trace, which occurs within a 
single engage and retract, and remains largely independent of the lift height of the cantilever. In 
adhesion maps of the HJ-SS fracture nanostructure, lattice features are clearly visible. When processed 
with Fourier filtering (fast Fourier transform, FFT and inverse FFT, in NanoScope Analysis 1.90, Bruker) to 
remove background noise, periodic features become quite pronounced (Figure 5.13D-F). Overall, the 




Figure 5.12: Successively zoomed AFM micrographs of HJ-SS 3/5 fracture tile with one-step C30-FAM 
anneal. A) HJ-SS fracture lattices contain 14 and 7 nm square windows with a vertically-offset 
178 
 
superstrand every 21 nm (red). B) Lattices are visualized over many microns, with large-scale tears likely 
a result of deposition during imaging. C) Closer investigation of large features in A show a basic lattice 
phenotype. D) Adhesion map of 200 nm image shows periodic lattice features with 14 and 7 nm 
windows as designed in the tile (inset to scale). E) An adhesion map at a 100 nm scale shows similar 
lattice features (inset to scale). F) and G) show a single scan with atomic force height and adhesion 






Figure 5.13: HJ-SS fracture lattices with varying degrees of image processing. A) and B) show the same 
scan in force height and adhesion force, respectively. Lattices demonstrate periodic windows of the 
predicted size (inset to scale). C) Adhesion map of a lattice shows high-resolution Holliday junction 
lattice of predicted shape (inset to scale). D) Force height image subjected to FFT filtering of background 
noise gives highly periodic lattice with 7 and 14 nm features (inset to scale). As a result of FFT, the 7 nm 
period predominates. E) FFT filtering of adhesion map shows both 14 and 7 nm features in good 
agreement with predicted shape (scale inset). F) FFT filtering of LogDMT Modulus mechanical map 
shows high-resolution 7 nm period with 14 nm larger windows (scale inset). Overall, lattices are well-
formed and periodic, and hold up to Fourier analysis. 
Geometric analysis of the HJ-SS fracture tile suggested that the nanostructure assembles as designed. It 
remained unclear from AFM whether the C30-FAM linkers were making their way into the structure at 
the appropriate sites. In order to understand whether the C30-FAM sequence was in fact bound 
specifically to its complementary C30 binding site, the products of annealing were imaged using PAGE 
with various reaction components. The results of C30-FAM were compared with nonspecific control 
pyrimidine T30-FAM. Gels were run on 10% polyacrylamide pre-cast gels (Thermo Fisher) at 135 V at 
room temperature, and shielded from light by aluminum foil to prevent photobleaching. Gels were 
imaged for fluorescein without staining, and again measured on a non-interfering channel after 30 min 
post-stain in gel red (Thermo Fisher) (Figure 5.14).  In this experiment, distinct, high-MW features 
appeared in the C30-HJ-SS lattices, but not in HJ standard lattices (Figure 5.14A), and only at sizes 
greater than one tile (~270 bp). These distinct bands suggest specific and regular incorporation of C30 
into lattices of small size, but are not seen in large, many kilobase lattices. This behavior is not seen in 
control sequence T30 (Figure 5.14C), confirming the need for polyC and HJ-SS sequences for this 
phenotype. Furthermore, depletion of band streaking associated with C30:C30 annealing is observed in 
the presence of HJ-SS lattices, suggesting that the lattices are able to compete kinetically with C30 self-
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complementarity. This effect might be further mitigated by designing non-homogenous superstrand 
linkers in future studies. 
 
Figure 5.14: PAGE analysis of HJ-SS fracture design on specific binding with FAM-labeled polypyrimidine 
oligonucleotides. Across all gels, lanes i-iii (labeled 1) contain HJ-SS lattices with C30 binding sites; lanes 
iv-vi (labeled 2) contain HJ lattices without fusion strands or C30 binding sites; lanes vii-ix (labeled 3) 
contain just the polypyrimidine; and lane x (labeled L) contains a 10 bp DNA ladder. Lanes labeled ‘A’ 
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had secondary anneals with the polypyrimidine and 10x Ag+ at room temperature; lanes ‘B’ were 
annealed at 40 ⁰C; while lanes ‘C’ were annealed at 60 ⁰C. Each well has a loading dye visible as the 
bottom feature. A) No-stain image taken of C30-FAM gel. Lanes 1A-1C show discrete bands at high 
molecular weight regions are formed, demonstrating specific and regular incorporation of the C30 
sequence. A single band is formed in RT anneals (1A), while multiple bands separate for higher-
temperature anneals. Lanes 2A-2C show no features in this range, confirming that the binding is specific 
to the fusion strand regions. Lanes 3A-3C show the expected streaking from polyC anneals. Notably, this 
streaking is greatly reduced in wells 1A-1C, which suggests that more C30 molecules are incorporating 
into the lattices than forming nanowire chains. In all wells, unfolded ssC30 can be brightly seen near the 
bottom of the gel. B) After staining, the typical HJ lattice profile can be seen between 200-300 bp 
(expected tile size is 270 bp, after accounting for ssDNA regions and sticky ends). This profile is seen in 
both HJ original and HJ-SS lanes, but not in C30-only wells. Bands corresponding to the discrete, high-
MW bands in A are repeated here, showing the regular lattice structure. C) Unlike C30, T30 shown no 
polymerization under any conditions and is predominated by ssT30 in all wells. D) Wells 1A-1C show 
fewer bands and less streaking than in B, indicating a lack of T30 incorporation. Typical HJ lattice 
behavior is otherwise observed. 
e. Conclusions from the HJ-SS lattice 
 
In general, the incorporation of C30 into HJ-SS lattices was successful, but the overall yield was 
dependent on several factors. In nanostructures with unbounded growth, the best measure of yield is 
design fidelity—namely, the regularity and adherence of the lattice features to the prescribed shape. 
The size of the lattices (above several tens of subunits) represents a secondary measure of yield. The HJ-
SS fusion tile produced two lattice phenotypes: badly connected arrangements of tiles without holes, 
attained through two-step annealing; and regular distributions of pseudotiles missing every ninth tile, 
produced in one-step annealing. These lattices grew to intermediate size, between 300 nm – 5 μm. The 
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yield of this experiment, in terms of design fidelity, was quite low. It was, however, determined that 
some adjustments could be made to the reaction to aid future experiments: first and foremost, the 
design requires all eight original sticky ends to function, and a fusion-style tile requires an 
oligonucleotide synthesis of more than 200 nt from a specialized company. Secondly, annealing with the 
C30-FAM linkers may be carried out in one-step together with lattice oligos in order to facilitate good 
periodicity. 
The HJ-SS fracture tile showed very high yield. The lattice features appeared uniformly regular with 7 
and 14 nm windows per the original design. The growth of these periodic lattices extended into the tens 
of microns. Finally, the lattices demonstrated the ability to specifically incorporate the C30-FAM linkers 
into their structure with distinct gel bands. In terms of both design fidelity and long-range order, the HJ-
SS fracture lattice demonstrates high yield. It demonstrates that cytosine-enriched, Ag+-mediated DNA 
nanowires can be incorporated into WC-pairing DNA tiles without great disruptions in overall lattice 
phenotype. Additional superstrand components to generate a nanowire boxframe may be possible. 
There also exists the possibility of G4 or other orthogonal nucleotide incorporation into the HJ-SS 
nanostructure for the construction of long-range lattices. The promise of the design comes in layering 
electronically-functional and electronically-resistive components on the Z-axis to create vertical circuit 
architectures. With current yields and better designs, this may be a realistic goal. As such, further work 
may be advised. 
5.3. Kissing loop units: T-junction (TJ) arrays 
 
5.3.1. General design 
 
The T-junction tile was first imagined by Hamada and colleagues, and was reported in 2009.182 The basic 
design revolves around mid-duplex branching, more commonly found in RNA, in which two 
complementary hairpins will bind to form a ‘kissing loop’ structure.116 In this case, 5 nt loops are 
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incorporated into dsDNA helical bundles, allowing two full turns and a 90⁰ junction, or T-junction. The 
authors estimate that (6 bp) minor groove loops will cause only 4⁰ deviation in phase difference 
between the helical planes before and after the junction. In this estimate, they connect a 20 bp central 
beam (1 bp short of two helical turns), a non-pairing A:T complement (accounting for their extra 
nucleotide), and a 5 bp kissing loop to form their T-junction structure (Figure 5.15). The kissing loop 
binds to sticky ends terminal to the tile on either end, and the complementarity scheme of the SE-KL 
bonds determines the resulting structure. In general, as the T-junction part of the tile is facilitated by a 
single-stranded hairpin, a larger degree of flexibility can be expected in resulting nanostructures, which 
may both allow greater structural diversity and reduced yield.  
 
Figure 5.15: T-Junction tile family. A) General scheme of the T-junction tile shown without sticky ends. 
Connectivity is tailored by the orientation of sticky end/ kissing loop interactions. B) The brick wall tile 
(TJ-BW) is constructed by connecting the blue sticky end to the blue kissing loop, thereby causing the tile 
to flip each time a new monomer is added. In doing so, rectangular windows are assembled in layers 
exactly 180⁰ out of phase with one another, creating a brick-and-mortar-style lattice. C) Using 
asymmetrical arms and connecting like-colored SE/KL pairs, a wheel can be constructed that is 36-37 nm 
in size, consisting of 12 subunits.  
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This tile was chosen as a promising template for metal pair integration as it represents a minimal 
number of base pairs, on the order of 50 bp total, making the solution space much smaller for 
algorithmic sequence optimization. A design scheme was chosen whereby CC-bonds were selectively 
incorporated from the sticky ends inward, first demonstrating efficacy of assembly with a C:Ag+:C-
requisite SE-KL assembly to open the door for more integrated, algorithmic designs.  
5.3.2. TJ brick wall tiles (TJ-BW) 
 
The brick wall tile (TJ-BW) is capable of forming lattices over large areas. In ideal conditions, the original 
authors report multi-micron scale assemblies (when using substrate-assisted annealing)(Figure 5.16). 
The original sequences are first tested for consistency, and then the structure is modified to incorporate 
sticky ends which require the uptake of Ag+ into metal base pairs.  
 
Figure 5.16: Brick wall tiles. A) General design of the TJ-BW design, with two oligos of 50 nt in length. B) 
Connecting like-colored SE-KL pairs, the design must be reflected across the Y-axis to bind with itself. C) 
When assembled into a lattice, the windows formed by the T-junction tiles resemble a brick wall. The 
original authors calculate that these rectangles are 8.3 x 9.6 nm in size. 
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a. Standard tile 
 
Standard sequences from Hamada et al182 are tested against their results (Table 5.5). The annealing 
protocol recommended by the authors, to correct for defects introduced by tile flexibility, is to perform 
an initial full-temperature anneal followed by 10-100 cycles of slow, low-temperature correction 
annealing. To do so, a lab-standard protocol was followed, in which 0.2 nmol of each ssDNA oligo was 
mixed together in 1x MOPS buffer, pH 7.5, with both Na+ and Mg2+ (100 mM, 12.5 mM, respectively). 
Primary annealing was performed in a thermo cycler, and then the 10-60 correction cycles were 
performed. The resulting structures were deposited on freshly-cleaved mica and imaged in air, using 
both standard ScanAsyst and high-resolution HPP-SAA tips on a Bruker Dimension Icon AFM (Bruker). In 
all cases, brick wall lattices of long (but not wide) scale were observed (see Figure 5.17). 
Table 5.5: TJ-BW Standard (Hamada et al)182 
Sequence # Nucleotide sequence (SE/KL underline) 
TJ-BW (+) 5'-AGCCCTTGTGGTAGTTGGCACCAGAAGACCACGGTGGGCTTAACACCATC-3' 




Figure 5.17: TJ-BW lattices using standard chemistry in MOPS buffer. Many-micron long, 100 nm-wide 
lattices are observed, and seem to be broken from deposition onto mica. Fluid AFM was chosen as a 
follow-up to these measurements, and applied to experimental structures where deposition yield was 
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low. A) Some large lattice pieces are observed, and many small components can be seen on the surface. 
B) Long spindles are observed, indicating that the maximum lattice growth size is quite large. Many 
lattice components and some unfolded, amorphous ssDNA bundles are also observed. C) A further 
lattice is observed in which growth direction is shown to be generally linear, though winding of the 
spindles is observed as a result of the tile flexibility. Successful CC-lattices should show similar features. 
D) Closer image and subsequent zoom E) of lattices shows lattice with windows of the appropriate size 
(scale inset, E). The lattices here seem to have many holes, likely forming during deposition as a result of 
the extremely flexible TJ tile.  
Overall, this assembly is reasonably successful, and suggests that MOPS-based annealing does not 
interfere greatly with overall yield. No planar structures of rectangular dimensions are observed, 
suggesting differences in experimental method from the original authors. Nanoscale, single-unit 




The T-junction brick wall tile was modified to include a polycytosine sticky end / kissing loop (SE/KL) 
interaction that would necessarily prevent lattice assembly in the absence of C:Ag+:C bond formation. 
The original TJ-BW (-) sequence was used with a modified TJ-BW-5CC (-) complement (Table 5.6). Several 
annealing recipes were tested. Structures were either annealed with or without Ag+ over 4 hr from 95 ⁰C 
to 20 ⁰C in a Thermo Cycler, followed by 10 correction cycles from 20 ⁰C to 45 ⁰C to 20 ⁰C, with a 
temperature change of 6 min/⁰C. After annealing, samples were cooled to 4 ⁰C and stored. Samples 
without initial Ag+ were subsequently infused with 5x AgNO3 and subjected to 50 correction cycles. 
Without Ag+, extremely fragile 1D T-junction polymers are able to form, and during corrective annealing, 
these tiles are able to form full lattices for a slower, gentler anneal. 
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Table 5.6: TJ-BW-CC (5CC) 
Sequence # Nucleotide sequence 
TJ-BW-5CC (+) 5'-CCCCCTTGTGGTAGTTGGCACCAGAAGACCACGGTCCCCCTAACACCATC-3' 
 
Several resulting nanostructure phenotypes were obtained. Most importantly, structures subjected to 
correction cycles were able to produce flat sheets of brick wall lattices extending over many microns 
(Figure 5.18). In some cases the lattices appear to stack in layers, with underlying layers apparent (Figure 
5.18D, Figure 5.19A). As image resolution is increased in lattices of this phenotype, the internal brick 
wall structure is clearly apparent with good growth axis orientation (Figure 5.18E-H), fitting the 
predicted dimensions (Figure 5.18A-C) with good agreement. In fact, the bricks in these lattices can also 
be seen to have the predicted six sticky end / kissing loop bundles at T-junction vertices, confirming the 
successful assembly of the designed shape. Overlay of the shape prediction clearly demonstrates the 
lattice periodicity in these images. In other samples, smaller lattices can be seen, and the component 
fibers of these ribbon-like structures pull away from the sheets over several brick wall iterations. The 
main difference in reaction between these two phenotypes seems to be time—as the lattices age they 
begin to fall apart, perhaps due to exonuclease activity or aqueous degradation. Lattices imaged more 
quickly after annealing (see Figure 5.18) were more likely to retain a flat-sheet phenotype, while lattices 
imaged more than 7 days after the last correction cycle seemed to start unwinding into spindle and 






Figure 5.18: AFM analysis of TJ-BW-CC nanostructure lattice parameters. A) Predicted arrangement of 
9.6 nm x 8.3 nm brick wall windows with each new layer stacking 180⁰ out of phase with the underlying 
layer. B) Growth axes of the brick wall nanostructure can be easily identified: interlayer structure lines 
are continuous (blue) and occur every 8.3 nm, while intralayer lines corresponding to the 20 bp central 
beam of each T-junction tile (red) are interrupted by the windows. Within each brick layer, these lines 
have a periodicity of 9.6 nm. C) When visualized via AFM, the sticky end/kissing loop bulges will occur in 
bundles of six around each window, corresponding to the six SE/KL T-junctions that make up the given 
shape. On (blue) interlayer lines, these bulges (yellow) occur with 4.8 nm periodicity, with slight 
fluctuations expected for tile flexibility. An unsuccessful SE/KL junction will likely be less rigid and 
demonstrate reduced apparent height, accompanied by softer nanomechanical properties. D) Scan of 
TJ-BW-CC lattice annealed with a 10x correction cycle in the presence of Ag+. Two large, >10 μm sheets 
appear to be stacked, with a 2 nm height gap between the layers (white arrows, inset). E) Closer scan 
with a 1 nm HiRes AFM tip on samples annealed without Ag+, subjected to 10 correction cycles, then 
infused with 5x AgNO3 and annealed for a subsequent 50 correction cycles. Lattice windows of the exact 
size and expected orientation (white bricks, inset) are apparent throughout the whole image. F) Sample 
with similar annealing recipe imaged at higher resolution, showing regular windows of the correct size 
across the image (white bricks, inset). Scale bar identical for E-F. G) Similar results are obtained with 
lattices annealed with Ag+ in the original anneal, though the long range order is reduced. In this scan, 
bricks with six bulges indicating SE/KL bundles (white brick, inset) are seen across the image. H) The 
same image is shown with overlay of the brick windows in their lattice position to demonstrate the 
predicted and experimental structures together. Images were subjected to 2-6th order flatten functions 
to remove surface bow, while D received a lower order flatten to avoid artificial removal of layer stacks. 







Figure 5.19: AFM micrographs of the TJ-BW-CC nanostructure. A) Anneal with Ag+ and 10 correction 
cycles produces a flat stack of layers with a 2 nm height difference. Apparent lattice size is > 10 μm. 
Jagged edge of the top layer (white arrows) typical of T-junction tile assembly in which polymerization 
may occur on multiple concurrent axes. Growth axes visible, though the windows that can be seen are 
not small enough for brick wall features, but rather are aggregate lattice density lines of the kind also 
observed by Hamada.182 B) The same reaction, when carried out without correction cycles, produces 
interwoven 20-30 nm-wide spindles of many microns in length. C) Micrograph of 60x-corrected, Ag+-first 
structures diluted 100-fold produces a similarly bundled phenotype. In this image, the brick wall 
windows webbed between spindles are clearly visible. D) Circular lattices with salt edges can be seen in 
similarly-annealed structures, with windows apparent. Over long range, these salt droplet lattices can be 
seen repeated in many images (data not shown). E) 100x dilution of samples broke apart salt bundles 
into component lattices, and in this image, a ribbon-like lattice is observed with 7 brick wall layers (60 
nm) apparent at its widest. The ribbon is at least 1 μm long. F) A similar lattice ribbon is observed, with 
component T-junction 1D chains extruded from the central ribbon and extending outwards over 2 μm 
(data not shown). Here an adjacent amorphous DNA aggregate sits on the surface, and the 1D T-junction 
spindles appear to cut through the DNA pile, suggesting that the amorphous DNA phenotype is a result 
of deposition, not proper annealing. All images subjected to 2-3rd order flatten functions and plane fits in 
Nanoscope Analysis 1.9 (Bruker). 
To more closely analyze the periodicity of the lattices, images shown in Figure 5.18 were subjected to 
fast Fourier transform (FFT), filtered for high-density lattice points, and subjected to inverse FFT 
(Nanoscope Analysis 1.9, Bruker). These data show with much greater clarity the intended brick wall 
shape (Figure 5.20), with highly regular stacks of 8.3 nm x 9.6 nm rectangles. Hamada predicted a 90⁰ 
internal angle to each rectangle, while an analysis of the lattices in their paper shows approximately 50⁰ 
and 130⁰ corners, forming a rhomboid window. Analysis of Figure 5.20C-D shows a highly regular, 
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successful lattice with corner angles of 70⁰-75⁰ and ~105⁰-110⁰. This important result suggests that the 
rotational dynamics of C:Ag+:C-mediated SE/KL bundles are different from WC DNA. Though the lattice is 
still successful, the kissing loop rotates 20⁰-25⁰ less around the T-junction, producing windows that are 
more square than rhomboid. This result suggests that the introduction of Ag+-mediated bonds increases 
the overall duplex stiffness, producing a lattice with different overall shape, greater rigidity, but long 
range order similar to that found in the original design. 
 
Figure 5.20: Fourier transform filtering of Figure 5.18 lattices. A) Fast Fourier transform of adhesion 
force map from Figure 5.18E using Nanoscope Analysis 1.9 (Bruker). Image is zoomed in to show central 
cluster and 8 outlying points. The rotation of these points is slightly different to that achieved by 
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Hamada and colleagues, suggesting altered lattice geometry. B) Surface roughness data from low 
density points that is filtered out of Figure 5.18F and subjected to Inverse FFT. This surface noise is 
shown—a conflation of these data and the data in D produce the image found in Figure 5.18F. C) Figure 
5.18E adhesion map after noise is removed via manually selected FFT data filtering. Lattice period is 
clearly visible across the image, with ~8 nm x ~10 nm rectangles (see black boxes, inset) matching the 
predicted shape. Adhesion data are used as they are less subject to surface roughness, and instead are 
already integral transforms of the force curve that are not as sensitive to instrument feedback. D) 
Filtered data from Figure 5.18F, which involved the subtraction of data in B. Though the lattice is over 
somewhat lower quality, the period and brick layering are clearly visible across the image, matching 
predictions (inset black rectangles). 
Overall, the T-junction brick wall tile seems highly amenable to metal base pair functionalization, as a 
variety of lattices were constructed in good agreement with predicted shape, period and phase. The 
long-range polymerization of the brick wall structure was predicated upon the ability of the tile to 
incorporate multiple C:Ag+:C bonds into a nonlinear, sticky end / kissing loop bundle that did not behave 
in a standard, B-form dsDNA manner. The kissing loops that make up the T-junction tiles generate the 
turns that give the monomer its name, but also act as sticky end anchors. As a result, the bond between 
SE/KL complements is not expected to form a traditional duplex, but a pseudo-hairpin heterostructure. 
The single-tile features seem to agree with the design, while grain sizes appear to be quite large. With 
the incorporation of Ag+-bonding into this type of structure, it is apparent that orthogonal base pairs can 
participate in, and further mediate, nonlinear polynucleotide assemblies with diverse geometries. 
Future studies may incorporate such kissing loops into larger lattices to allow 3D layer extrusion, 
incorporation of Ag+ nanowires into existing structures using known polyC SE/KL interactions, and even 
the anchoring of other nanomaterials into unfilled lattice kissing loops. Furthermore, the successful 
assemble of a TJ-BW lattice with CC sticky ends suggests that algorithmic optimization of these 
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sequences should generate tiles that are amenable to longer nanowire elements, perhaps 
functionalizing whole growth axes or branching patterns within a larger lattice with electrical 
conductivity. 
5.3.3. TJ wheel tiles (TJ-W) 
 
The T-junction wheel tile is built asymmetrically to introduce assembly of SE/KL bundles along an 
irregular quadrilateral (Figure 5.21). When sticky ends are taken into account, the smaller arm of the tile 
comprises approximately one helical turn (11 bp), while the longer arm contains two full helical turns 
(21 bp). Over the rotation of the wheel, some strain along the inner axis will arise: each helical turn 
comprises a non-integer number of base pairs (10.45), while the short arm contains an integer value of 
11 base pairs. Over twelve tiles, this will introduce ~45⁰ of extra rotation, or 12% of an extra turn. This 
strain may be alleviated by the non-helical structure of SE/KL bundles, but may also introduce 
asymmetries in ring formation including: breakage, rings with one fewer tile, and/or flaring of the 
wheels to locally reduce ring torsion. The T-junction tile is by default quite flexible, and previous studies 
show 17% overall yield, which was likely reduced due to AFM tip-induced damage to the rings.182 This 
structure was chosen for modification due to its fixed size—unlike brick wall tiles or Holliday junctions, 
the resulting nanostructure has a defined shape, and data analysis can be carried out in a more 




Figure 5.21: T-junction wheel tile and resulting nanostructure. A) TJ-W tiles are asymmetrical in shape, 
while still possessing the same two-SE, two-KL base design. B) The longer arm (red) is self-
complementary, while the shorter arm (blue) adheres to itself, creating angular torsion on the structure. 
C) When annealed together, twelve tiles assemble to form a wheel structure of ~37 nm in diameter. A 
smaller hole can be observed that is ~20 nm in size, though this hole may not be apparent via AFM.  
a. Standard tile 
 
The standard T-junction wheel was assembled using literature sequences (Table 5.7). In order to test the 
robustness of the nanostructure in different annealing conditions, the wheels were built in both Tris and 
MOPS buffers, with and without Na+, and with and without Ag+. In all cases, annealing was carried out 
from 95 ⁰C to 45 ⁰C in a Thermocycler, with 50 correction cycles from 20 ⁰C to 45 ⁰C to 20 ⁰C, with a 
temperature change of 6 min/⁰C. Results showed many wheels (Figure 5.22) with different phenotypes, 
levels of aggregation, and varying surface distribution. A quantitative study of surface ring diameter 
(Figure 5.22A) showed an average size of 37.4 nm with a standard deviation of 5.5 nm. Hamada 
measured 36.0 ± 2.5 nm, while the predicted size was ~37 nm. While the achieved shape is in close 
agreement with calculations, the high degree of variation attained here, and to some degree in 
Hamada’s study, demonstrates that the rings are not, in fact, static structures, but rather subject to 
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addition or subtraction of tiles. In general, most rings are near to 37 nm in Feret diameter, while others 
are dramatically different, at ~30 nm or ~45 nm, suggesting a tile addition or subtraction, rather than 
fluctuation of the overall shape. Furthermore, a number of rings were observed with elliptical shape, 
such as in Figure 5.22F, which may indicate a tile omission, or more likely a strain-induced 
rearrangement of the ring shape or loss of a single oligonucleotide (half-tile) to correct the 45⁰ torsional 
strain built into the design. Adhesion force micrographs of the wheels shows high contrast with the 
background surface, with the holes showing the surface characteristics of the underlying mica. These 
force maps give greater clarity to height scans that may otherwise conflate the holes with surrounding 
wheel tiles. In sum, the T-junction wheel structure can be assembled in various buffers with reasonable 
yield, though the resulting structures are highly subject to variation by defect or depositional strain. 
Table 5.7: TJ-W Standard (Hamada et al)182 
Sequence # Nucleotide sequence 
TJ-W-Std (-) 5'-CGCTTCGTTTGCGGAACTGGAGATGAGCCATTACCGAGTAGGTGGACAGACC-3' 









Figure 5.22: AFM micrographs of T-junction wheels with standard base chemistry. A) Anneal in Tris 
Na+/Mg2+ with no surface dilution. Ring shapes are clearly visible on the surface, with a hole at the 
center of many (but not all) wheels. A random sample of 20 wheels was measured, in the same manner 
as by Hamada,182 and an average diameter of 37.4 nm with a standard deviation of 5.5 nm was 
calculated. The predicted diameter is ~37 nm (inset to scale), and Hamada et al measured 36 ± 2.5 nm 
for the same nanostructure. Three wheel structures (white inset, 1-3) are highlighted to illustrate 
continuity. Wheels can be seen that include too many or too few T-junction units, and occasionally 
broken rings can also be observed. B) The same image is shown with its nanomechanical adhesion map, 
more clearly demonstrating the holes at the center of each ring. The same wheel structures and scale 
are inset. In this image, aggregated wheels can be clearly identified by their regions of reduced adhesion 
at the edges and centers of the shapes, while the height map conflates the objects. C) Annealed in Tris 
Na+/Mg2+ without dilution or vigorous mixing, a mass aggregate of wheel structures can be seen. Each 
wheel is identifiable by the hole at its center (examples illustrated by arrows, inset). The rings proceed in 
layers with successive stacks up to three wheels in height at the center of the bundle. D) Similar 
conditions in MOPS buffer produce aggregates that are less tightly bound (arrows inset). E) When 
annealed without Na+ and diluted on the surface, good separation between the rings can be seen 
(arrows inset) in an adhesion force micrograph. F) A high resolution scan of a single wheel in these 
conditions shows reasonable agreement with the expected shape (inset), with a lower density top left 
edge, due to a missing tile, movement of the ring during scanning, or the loss of a single oligonucleotide 
(half-tile) during deposition to alleviate torsional strain. This ring measures 37 nm at its widest (Feret) 
diameter and 27 nm at its shortest. This type of wheel object suggests a good amount of structural 






Two variations of the TJ-W tile were designed, the first with 6 CC mismatches endemic to both sticky 
ends, forcing dC:Ag+:dC bond formation for rings to assemble, and the second with an additional 6 
mismatches extended into the tile center (Table 5.8). Modifications to the 12CC wheel occurred on only 
one strand, allowing the TJ-W-12CC(+) strand to anneal with the TJ-W-6CC(-) complement. Annealing 
was carried out in the same conditions as the standard tile, with 2x Ag+ added to the reaction. The panel 
of images in Figure 5.23 shows that wheel nanostructures are produced in these reactions with 
reasonable yield. As before, adhesion force maps of the structures served to enhance contrast between 
them, the substrate, and other debris (Figure 5.23A,B). The rings obtained in the 6CC design follow the 
same size heterogeneity, with some appearing to be larger than their intended size (scales inset in 
Figure 5.23), and others possessing an astigmated phenotype due to either ring torsion or loss of a half 
tile or full tile during annealing and deposition. Ring windows can be seen in Figure 5.23D-F, and faintly 
in C, showing the structural similarity between the modified wheels, the standard wheels, and the 
prediction. 
Table 5.8: TJ-Wheel-CC (6CC, 12CC) (CC mismatches bold) 
Sequence # Nucleotide sequence 
TJ-W-6CC (-) 5'-CCCTTCGTTTGCGGAACTGGAGATGAGCCATTACCGAGTAGCTCCACAGACC-3' 
TJ-W-6CC (+) 5'-TCCACGGTCTGCTACTCGGTAATGGCTCATCAACCCTCCAGTTCCGCAAACG-3' 







Figure 5.23: AFM micrographs of T-junction wheels with 6 dC:Ag+:dC bonds. A) HiRS-SAA tip scan of 
wheels annealed in MOPS Mg2+ with no Na+. Expected ring size (inset) matches wheels in the windows 
between aggregated DNA. Five structures (red arrows inset, 1-5) are illustrated. B) The same image is 
shown as an adhesion force map. Wheels are much clearer, with background DNA possessing different 
mechanical properties. The wheels shown in A (white arrows inset, 1-5) are more apparent, with 
emergent holes at the center of the rings.  C) Annealed in Tris Mg2+ without Na+, a number of rings can 
be seen faintly against the background (arrow inset), obscured by tall features at the center of the 
image. D) In the same reaction diluted on the imaging surface twofold, four wheels can be seen with 
faint windows at the center (arrows, inset). They possess an astigmatic shape similar to the ring in Figure 
5.22F. E)  A similar sample shows three rings with the expected holes (predicted size inset), and several 
smaller ring-like structures that failed to anneal, were broken on deposition, or broken during scanning. 
F) A wider angle scan of D shows more rings of similar size distributed across the imaging surface. All 
samples annealed with 2x Ag+ molarity and 50 correction cycles. 
When analyzed quantitatively, the resulting rings appear to match predictions with a Feret diameter of 
38.7 nm and a standard deviation of 3.6 nm (Figure 5.24). The size range is tightly clustered around the 
predicted shape, with a smaller error than in the standard rings. The images shown in Figure 5.24 also 





Figure 5.24: T-junction wheels with CC bonds annealed in Tris Mg2+ without Na+ over 50 correction 
cycles. A) Adhesion map of TJ-W nanostructures. Objects in micrograph appear circular in nature and fit 
the expected dimensions of wheel structures (inset). B) Height map of the same micrograph shows hole-
like features at the center of the wheels. Three wheel structures are identified (white arrows) to 
demonstrate the shape change between height and mechanical maps. A random sample of 20 wheels, 
taken in the same manner as Hamada,182 gives an average wheel diameter of 38.7 nm with a standard 
deviation of 3.6 nm. The predicted diameter is ~37 nm (inset), while Hamada measured diameters of 36 
± 2.5 nm in their study.  
Overall, the yield of orthogonal-chemistry ring-like nanostructures is quite good. This assembly uses Ag+ 
bonding as a necessary component to successfully polymerization, and, as with the brick wall tiles, does 
so with a nonlinear SE/KL bundle that departs from a traditional b-form helix. While nanoscale, single-
tile features were not observed, the high fidelity of the ring diameter to designed dimensions implies 
that tile assembly was carried out without large deviations. The T-junction tile provides a template for 
both fixed-shape (wheel) and open-ended (brick wall) nanostructure assemblies. Both design types have 
a place in the creation of novel nanoelectronic structures, with rings potentially acting as monodisperse 
nanomaterials that can be embedded on surfaces or into larger brick-wall- or Holliday-junction-style 
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lattices. The incorporation of silver ions into these T-junction nanostructures was successful, and may 
provide a powerful template for future algorithmically-driven designs. 
5.4. Double crossover (DX) units: rigid DFX and DAO structures 
 
Double crossover (DX) tiles comprise a family of highly-successful structures that have come from the 
Seeman lab. First described in 1998, these structures are built around parallel double helices which 
exchange strands at rotational periods in multiples of 10.5 bp.148 The key difference between the DX tile 
and the HJ tile lies in the frequency of the crossover—DX crossovers occur in pairs of two, forcing the 
structure to remain axially rigid in the direction of helical alignment. The second crossover collapses 
Holliday junction X-like structures into parallel, bound helices.  
5.4.1. General design 
 
The DAO and the DFX tiles both use the same type of crossover symmetry, with (A)ntiparallel helices and 
(O)dd numbers of helical bundles (DAO) (Figure 5.25). Both types of tiles involve sequence exchange 
between adjacent, rigid DNA helices. DFX involves a large number of base pairs (189 nt per helix), while 
the DAO molecule utilizes much shorter strands (32 nt per helix). They are used in different ways to 
incorporate Ag+ conductive pathways. Due to sequence design constraints, DAO becomes the better 





Figure 5.25: DX tiles designed and utilized in this work. A) General double crossover, antiparallel, odd 
bundled tile geometry (DAO). B) The DFX tile employs five crossovers with this symmetry, while the DAO 
tile in C) employs two crossovers. DAO subunit shown with sticky ends that allow lattice polymerization. 
5.4.2. Five crossover tiles (DFX) 
 
The DFX nanostructure was first designed by Dr. Risheng Wang.138,185 It consists of a DX-style unit, with 
two parallel double helices exchanging strands over five crossover points. The structure is comprised of 
twelve oligonucleotides comprising 189 nt from end to end. The overall measured length of this 
structure is 61.4 nm ± 6.1 nm and is therefore visible via AFM.185 This structure has been used as a 
platform for carbon nanotubes, avidin-bound plasmonic nanoparticles, and has been used as a bridge 
between gold nanodots. Traditional sequences from the literature were modified with Dr. Wang in order 
to introduce three highly-cytosinated regions in the structure: C10, C8W4, and [C2W]5 (Table 5.9). Each of 






Table 5.9: DFX185 to DFX-3C10 sequence modifications (alterations bold) 
Region Sequence # Nucleotide sequence 
[C2W]5  6* 5'-TCCTGCTTCGTGTCCAGGTAACTGCGA--CCACCTCCACCTCCA--3' 
5* 5'-TCCACCTCCACCTCC—TCGCAGCCTTCAGAGCAGCGTAGAAGAAGCTGGAAGGT 
GTTCCACACAGTCGCTCTCAGGCGT-3' 










Figure 5.26: Design of DFX-3C10 structure with three high-cytosinated regions, each containing 10 
dC:Ag+dC bonds. Two of the regions (C10, C8W4) are inside the structure, while the last region ([C2W]5) 
lies at the terminal end of the structure. 
As a test of silver ion incorporation, the structure was annealed in a two-stage process. The twelve 
component oligonucleotides were ordered from IDTDNA and reconstituted to a concentration of 100 
μM (10 μL / nmol) in MilliQ water. In a single tube, 2 μL (0.2 nmol) of each sequence was mixed together 
in a PCR tube with 100 μL MOPS buffer (10 mM MOPS, 100 mM Na+, 12.5 mM Mg2+), suspended in a 2 L 
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water bath, and cooled from 95 ⁰C to 25 ⁰C in a styrofoam chamber over 48 hr. A secondary anneal was 
carried out, with either 0x, 1x, or 10x Ag+/CC pair added (1x = 6 nmol), cooling from 40 ⁰C or 60 ⁰C over 
48 hr.  
While the structure itself is quite rigid, 10-15 bp holes introduced when Ag+ is not present may affect the 
overall cohesion of the structure, reducing yield. The purpose of the secondary anneal was to introduce 
equimolar silver to the ion incorporation sites and close non-rigid areas of the nanostructure. Resulting 
products were deposited on freshly-cleaved mica, dried, washed 3x in distilled water (wicking off water 
to remove salts), and subsequently imaged on a Bruker Dimension Icon AFM.  
 
Figure 5.27: AFM analysis of DFX-3C10 assembly. A) Design of the DFX variant, with the altered regions 
marked. B) Typical best micrograph of DFX-3C10 molecule after 2-step annealing in 5:1 Ag+:CC, with 
approximately 10 DFX candidates present (inset). C) Image thresholding for particle size counting (red 
line shows image halves before and after particle count applied), with DFX candidates marked (inset). 
Scale bar shows approximately 3 nm in height difference. Image taken with 2 nm silicon nitride tip 
(ScanAsyst) on freshly-cleaved, dry mica.  
AFM images were processed using ImageJ in order to extract particle size analysis of DFX-like objects 
(Figure 5.27C, Figure 5.28). Firstly, the images were exported as 500 DPI .tif files, cropped to 1668x1668 
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pixels, and scaled to the appropriate line resolution (1668 pixels/ 5000 nm, etc.). Images were then set 
to 8-bit greyscale and subjected to thresholding and background removal. Particle analysis was carried 
out in broad terms, setting the acceptable particle range to 30-10,000 nm2 (Table 5.10). Results were 
exported to Microsoft Excel and further pared by their aspect ratio and Feret diameters, or minimum 
and max line length bounded by the object. Particles larger than 20 nm were marked as DNA events, 
while particles between 50-75 nm max Feret diameter and <50 nm min Feret diameter with aspect 
ratios of >1.4 were marked as DFX events. The expected diameter of the DFX object of ~60 nm x ~6 nm 
is in agreement with this bound, with nanostructure width a complex conflation of tip nominal width, 
surface pitch, and surface dissipation (force capacitance). In general, this analysis is bounded for 
‘roughly elliptical objects of near 60 nm length.’ Close analysis of high-resolution images suggests that 
this analysis overestimates the number of successful events by approximately 50%. All AFM micrographs 
were subjected to similar deposition and analysis techniques.  
Figure 5.28: DFX-3C10 structure with three [dC:Ag+:dC]10 regions with 10:1 Ag+ added in secondary 
anneal with slow cool to RTP from 60 ⁰C imaged via AFM. Raw, first-order flattened image (left) analyzed 
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in ImageJ for particles (right) produced 606 total events, with 173 probable DFX objects for an overall 
yield of 0.285 (inset).   
Table 5.10: DFX Analysis Parameters 
Particle Analysis Setting  
Image Resolution 500 DPI 
Pixel Count per Edge 1668 pixels 
Min Particle Area 30 nm² 
Max Particle Area 10000 nm² 
Successful DFX Parameters   
Min Aspect Ratio 1.4 
Max Feret Min Diameter 50 nm 
Min Feret Max Diameter 50 nm 
Max Feret Max Diameter 75 nm 
DFX-like Object Parameters 
Min Feret Max 20 nm 
 
Table 5.11: DFX Yield via AFM 
Reanneal 
Temp Ag⁺ ratio # Images Total Area Total Events Num Pass Pass Rate 
40 ⁰C 0:1 3 9 um 1008 133 0.132 
40 ⁰C 1:1 4 11 um 1953 134 0.069 
40 ⁰C 10:1 7 21 um 2407 276 0.115 
60 ⁰C 0:1 3 12 um 2313 164 0.071 
60 ⁰C 1:1 4 14 um 1572 102 0.065 




 Figure 5.29: DFX yield in with variable Ag+ to mismatch ratio (x-axis) from AFM image analysis (Table 
5.10). Ag+ is added in a secondary anneal at 40 ⁰С or 60 ⁰C over 48 hr. Best yield is observed in 10:1 Ag+ 
60 ⁰C (see Table 5.11), suggesting successful ion incorporation. 
In this analysis, the nanostructure yield was between 7-13% for re-annealed DFX in the absence of Ag+. 
Intuitively this suggests that rigid DX tiles will be less successful in assembling when the component 
helices are disrupted. These data are also supported by DFX annealed in a 1-step reaction, where Ag+ is 
included during primary annealing. In these conditions, some structure forms, but the size is highly 
irregular, indicating that base parity in non-optimized sequences for large structures is disrupted 
through the addition of the dC:Ag+:dC bond. In both temperature regimes, the addition of equimolar Ag+ 
reduced the yield averaged across the images, though some 2 μm micrographs did experience 20% 
overall yield (~10 DFX events). In all cases, the addition of 10x Ag+ caused higher yield than 1x Ag+, and in 
60 ⁰C annealing conditions, the total yield was 25%, with a total of 364 DFX-like objects. This is more 
than 3x greater than the yield of 0x Ag+ at that temperature.  
Aqueous Ag+ may either form a pseudo-covalent bond with a cytosine mispair or an electrostatic 
interaction with negatively charged phosphate groups on the DNA backbone. When the molarity of Ag+ 
is low, many ions may be trapped in backbone interactions and fail to reach the mismatch sites. By 
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contrast, molar excess of Ag+ may allow the ions to penetrate the mostly-formed structures and 
promote bond formation. A temperature increase during this secondary anneal had a dramatic effect on 
yield in excess Ag+ conditions, causing a rise from 11% to 25%. This suggests that helix penetration may 
indeed be limited by energetics, and that greater strand flexibility and lower backbone affinities 
experienced at higher temperatures may, in fact, promote structural alignment and dC:Ag+:dC bond 
formation. This suggests that the DFX molecule is amenable to alteration through silver ion pairing, and 
that the effects are not an artifact of counterion stabilization.  
Low overall yield is likely due to disruptions from holes left by unpaired CC bonds that are larger than 
the helical turn length of 10.5 bp, as well as a generally-reduced WC reaction favorability in the presence 
of Ag+. The DFX molecule may be much more successful if subjected to sequence optimization for dimer 
reduction in silver-pairing conditions. Due to the number of component oligonucleotides and the overall 
lack of structural features visible to AFM, this optimization was not carried out. The DFX molecule serves 
as a good test case for ion incorporation, but other crossover tiles with greater shape diversity and 
shorter component strand lengths may be better initial test cases for electronic functionalization. 
However, if electronic behavior and yield is improved in other structures, the closed topological shape of 
the DFX molecule may provide a strong candidate for fixed-size device fabrication and site-specific 
nanomaterial integration with gold nanoparticles, carbon nanotubes and other DNA phenotypes. 
5.4.3. Double crossover tiles (DAO) 
 
To assist with the design of successful DNA nanostructures with the dC:Ag+:dC base pair, a collaboration 
was carried out with Dr. Ruojie Shah and Prof. Nadrian Seeman at NYU. A set of successively more 
functionalized DX tiles were designed with non-standard helical elements to demonstrate incorporation 
of novel pairing regions. At this stage in the research process a full computational model was available 
for the first time. Consequently, all of the oligonucleotide sequence design in this section was carried 
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out algorithmically using rational design principles and connectivity prescribed through the 
collaboration. 
a. General design 
 
The (D)ouble crossover (A)ntiparallel tile with (O)dd helical periodicity was first described in 1999 by 
Winfree et al.148 This DNA tile consists of two adjacent duplexes of 64 bp in length that exchange strands 
at two crossover points (Figure 5.30A). When functionalized with 5 nt sticky ends, a tile (A) may bond 
with a similar tile with differing sticky ends (B) (Figure 5.30B). These monomers chain together to form a 
rigid lattice without visible windows (Figure 5.30C). 
 
Figure 5.30: Design of DAO tile and AB lattice. A) The basic DAO tile, as designed by Winfree et al,148 
consists of two antiparallel duplexes in similar orientation that exchange strands at two crossover 
points. B) The tile does not possess the ability to polymerize with itself in an antiparallel fashion, but can 
be paired with a similar tile containing different sticky ends to form a two-unit (AB) pair. C) These pairs 
polymerize into sheets without visible holes or windows.    
As a result of discussions with Dr. Shah, a set of conserved regions and pairing rules was established as 
essential components of the DAO tile, while other base pairs are open to sequence modification (Figure 
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5.31). A basic frame was established and modified in a stepwise fashion to produce more exotic lattices. 
The introduction of a CC mismatch was first carried out between the duplexes as a non-helical spacer. 
The vision for this base pair was to serve as a conductive bridge between helices with potentially 
different electronic properties. The embedding of an RNA-like cross pair would serve as a novel type of 
nanostructured component, and may present a relatively small perturbation in the overall tile shape. 
Several iterations of designs were carried out with differing numbers of CC mismatches, structural 
hairpins, and, most importantly, a titration of nucleotides into the central beams (N5,N14 in Figure 5.31) 
to account for possible rotational differences in dC:Ag+:dC helices suggested by TJ-BW results in Figure 
5.20. 
 
Figure 5.31: Template for modification of the DAO tile with CC bonds. The sequences (SX) are marked as 
well as nodes for computational design (NX). Design considerations at each point are marked. Design is 
based on discussions with Dr. Ruojie Shah.  
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b. DAO-CCxover tile 
 
The first application of the design frame in Figure 5.31 was to fill in the sequences algorithmically 
without structural modification. Oligonucleotides were computationally derived using a standard 
genetic algorithm setup (default values in Table 4.7) to modify only the regions marked editable in 
Figure 5.31 (Table 5.12). Analysis of the fitness criteria is shown in Table 5.13, where there are only five 
dimers of size 5 nt. Structures were annealed in 1x MOPS (+)(+) 7 with varying ion availability. Assembly 
is assayed using AFM and PAGE (Figure 5.32). Yield across all Ag+ environments is high, with uniform 
DAO tiles of the appropriate size and shape. Some AFM micrographs of the 10x Ag+ condition shows 
apparent tile size to exceed the designed 12 nm, but corroborating gel evidence shows that this is likely 
an artifact of the imaging process or possibly Ag+ salt accumulation on the DAO surface. 
Table 5.12: DAO-CCxover tile sequences (CC bold) 






Table 5.13: DAO-CCxover modeling results 
Histogram bins for 
n-mers 
1-mers 2-mers 3-mers 4-mers 5-mers 
Dimers 1630 518 168 44 5 
Purine repeats 18 8 10 
  
Pyrimidine repeats 16 10 8 2 
 




GC repeats 36 4 4 
  
Guanine repeats 18 4 




Figure 5.32: Experimental results of the DAO-CCxover tile. A) Design of the DAO-CCxover tile is carried 
out algorithmically (see template in Figure 5.31). A CC mismatch is introduced at the center of each 
crossover, adding a non-helical spacer with a dC:Ag+:dC base pair to join the parallel duplexes. 
Sequences are color coded, and algorithmic design nodes are cordoned by black lines. B) The tile is able 
to successfully assemble in the absence of aqueous Ag+ (AFM deformation map shown), indicating that 
the crossover perturbation is not sufficient to disrupt normal DAO assembly. This also demonstrates the 
viability of a tile with sequences derived entirely from computational modeling. Scale of DAO tile inset 
(yellow). C) In the presence of unitary Ag+, DAO tiles assemble at the same size scale and apparent yield 
as the no Ag+ control. Scale inset adjacent to successful structures (blue). D) In the presence of 10x 
excess Ag+, tiles assemble with slightly larger apparent size, likely due to Ag+ aggregation near the 
structures during drying. Predicted size is inset (white), and contours from the atomic force height (black 
circles) are overlaid on the deformation force map shown. E) Atomic force height is shown for 10x Ag+ 
conditions, with four successful DAO tiles shown (scale inset, white). F) PAGE results of the different 
experimental conditions show uniformly assembled DAO tiles. Ion availability is indicated: [0], [1] and 
[10] for no Ag+, 1x Ag+, and 10x Ag+ conditions, respectively. Tiles are also subjected to silver chloride 
precipitation [P] without perturbation of the structures. The control lane with only unpaired oligos 
[ssDNA] shows some unfolded product as well as poorly formed proto-structures assembled in the gel 
lanes. Stain carried out using StainAll (Thermo Fisher) in collaboration with Dr. Roujie Shah in the 
laboratory of Prof. Ned Seeman.  
As a basic template for modification, the DAO-CCxover tile seems to behave as designed. Importantly, 
the introduction of the non-helical CC crossover does not interfere with tile formation. It remains 
unclear, however, whether the ions are successfully accumulating within the complex. To assay this 




c. DAO-CCclamp tile 
 
Design is identical to the DAO-CCxover tile (Figure 5.32A), with the addition of two features. First, sticky 
ends are added to allow polymerization between tile pairs. More fundamentally, the crossover region is 
mutated to contain three CC mismatches in each duplex. The conserved sequence [CAGG:GTCC] is 
changed into [CACC:CTCC]. With the inclusion of the nonhelical C:Ag+:C bond at the core of the 
crossover, there is a total of seven C:Ag+:C bonds in each crossover region. It is expected that this level 
of disruption will impede formation of a 2D lattice without successful incorporation of Ag+.  
 
 
Figure 5.33: Design of the DAO-CCclamp AB tile pair. The ‘CC clamps’ are marked in silver, and represent 
a mutation of the [CAGG:GTCC] conserved region into [CACC:CTCC]. The non-helical C:Ag+C bond at the 
core of each crossover is retained from the DAO-CCxover design (Figure 5.32A). 
All sequences in this structure were designed computationally with the genetic algorithm parameters in 
Table 4.7. To reduce synthesis costs associated with oligonucleotide ordering and purification, the 
computational model was modified to allow a single node to include two versions of itself, or two 
sequences. This allowed for the swapping of sticky ends and the assay of fitness across both sticky ends 
without changing the internal design of the tile.  
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Analysis of T-junction brick wall lattices demonstrated that the rotational period of Ag+ DNA duplexes 
may differ slightly from B-form DNA. It was hypothesized that the increased bond strength from the 
metal pair,77 in tandem with metallophilic interactions between adjacent ions,78 would render the 
duplex stiffer and increase its rotational period. Structural studies of stacked dC:Ag+:dC bonds were 
carried out via NMR, not X-ray crystallography, and as a result there is no information on the rotational 
period of this orthogonal pair. Successful nanostructures in this work used polycytosine linkers with 
rotational spacers (HJ fracture, HJ-SS), or tiles with flexible secondary structures that may absorb 
differences in stiffness without great deviation (TJ-BW, TJ-W). The DAO tile, on the other hand, is a far 
more rigid tile that depends primarily on helical rotation for successful assembly. As a result, Dr. Shah 
suggested the titration of additional base pairs into the DAO tile to account for any deviations from 10.5 
bp/ helical turn that might arise. To perform this titration, optimal sequences for tiles of standard 
dimension were computationally derived (Table 5.14); all nodes other than N5 and N14 were marked 
uneditable (see Figure 5.31); nodes N5 and N14 were expended from 12 bp to 13 bp; and the structures 
were subjected to a second round of computational optimization. In this way, four distinct tiles were 
produced with two sets of sticky ends and two distinct rotational periods from only eight 
oligonucleotides (Table 5.14). In table 5.14, the sequences are named by their color in Figure 5.33 (red, 
blue, green, yellow), their tile type (A2,B2), and the length of the central beam (12 nt, 13 nt) where 
applicable. The combination of oligos and tiles to produce the desired lattices is shown in Table 5.15. 
Computational scores for the standard size tiles (AB2-12nt) can be found in Table 5.16, while results for 
the longer tile pair (AB2-13nt) can be found in Table 5.17. 
Table 5.14: DAO-CCclamp tile sequences (SE underline, CC bold) 












Table 5.15: DAO-CCclamp tile annealing mixtures 
Tile name Nucleotide sequence mix (first appearance bold) (95 ⁰C to 25 ⁰C, 72 h) 
DAO-A2-12nt DAO-A2yellow, DAO-A2green, DAO-A2blue12, DAO-A2red12 
DAO-B2-12nt DAO-B2yellow, DAO-B2green, DAO-A2blue12, DAO-A2red12 
DAO-A2-13nt DAO-A2yellow, DAO-A2green, DAO-A2blue13, DAO-A2red13 
DAO-B2-13nt DAO-B2yellow, DAO-B2green, DAO-A2blue13, DAO-A2red13 
Lattice name Tile mix (50 ⁰C to 25 ⁰C, 48 h) 
DAO-AB2-12nt DAO-A2-12nt, DAO-B2-12nt 
DAO-AB2-13nt DAO-A2-13nt, DAO-B2-13nt 
 
Table 5.16: DAO-CCclamp AB2-12nt tile pair modeling results    
Histogram bins 
for n-mers 
1-mers 2-mers 3-mers 4-mers 5-mers 6-mers 7-mers 8-mers 
Dimers 2093 727 243 97 18    
Purine repeats 21 14 3 
  
   
Pyrimidine repeats 17 8 4 3 2 2 1 1 
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AT repeats 21 14 13 
  
   
GC repeats 42 5 4 
  
   
Guanine repeats 15 1 
   
   
 
Table 5.17: DAO-CCclamp AB2-13nt tile pair modeling results    
Histogram bins 
for n-mers 
1-mers 2-mers 3-mers 4-mers 5-mers 6-mers 7-mers 8-mers 
Dimers 2243 734 248 102 23    
Purine repeats 24 12 4 
  
   
Pyrimidine repeats 19 8 5 2 2 1 2 1 
AT repeats 17 18 13 
  
   
GC repeats 42 5 4 
  
   
Guanine repeats 15 1 
   
   
 
The structures were annealed according to the recipes in Table 5.15 in MOPS (+)(+) 7 buffer (10 mM 
MOPS buffer, 12.5 mM Mg2+ , 100 mM Na+, pH 7.0). Structures were initially cooled from 95 ⁰C to 25 ⁰C 
in a water bath over 72 h. AB tile pairs were reannealed at from 50 ⁰C to 25 ⁰C in an insulated bath for 
48 h, OR subjected to 20 cycles of 20 ⁰C to 45 ⁰C to 25 ⁰C with a rate of 6 min/⁰C in a tabletop PCR 
machine. Tiles were supplied with 10x Ag+ per tile, with 14 CC mismatches in each monomer. Both 12 nt 
(standard) and 13 nt (+1 nt titration) tile pairs were built, and were subsequently assayed by high-






Figure 5.34: AFM micrographs of DAO-CCclamp AB 12nt tile lattices. Images A-C are obtained from 
water bath anneals, while imaged D-G are obtained from correction cycle PCR annealing. Scale of four 
bound DAO tiles (white, inset) is shown in images B-E and G. A) Evidence of widely-spaced, interrupted 
lattice is found in most images with fragile collections of AB pairs woven in a loose network and torn 
upon deposition. B) On closer inspection, individual tiles are connected axially to form linked bundles of 
DAO. No lattice orientation is visible, though some tile polymerization can be seen. These one- and two-
tile wide assemblies hold together the larger structure, but it is clear that not all sticky ends are being 
used. C) At reduced image dilution, the bundles of DAO form a closely packed shape, again without clear 
lattice orientation. D) By contrast, networks annealed with correction cycles seem to be able to 
overcome kinetic barriers to lattice formation in order to produce small but two-dimensional assemblies 
of accurately placed DAO tiles. Network shown here extends between 200 nm and 300 nm in diameter. 
E) Though lacking an underlying long-range lattice foundation, bundles of well-formed lattices can be 
seen with appropriately-sized features. Line section shows height and spacing regularity within a small 
area in F. F) Height profile of line section in E. Set on a 45⁰ angle to the lattice orientation, feature width 
is not representative of the overall nanostructure, but height and periodic profiles of this section 
indicate good agreement with the design. YScale is from -1 nm to +1.5 nm in relative displacement. G) At 
a wider angle, these lattice bundles extend in a similar fashion across the surface suggesting uniformity 
of the lattice bundle phenotype. 
Overall, there are two distinct products in the 12 nt tile: water bath anneals produced a loosely-knit tile 
assembly that does not constitute a successful lattice; while correction cycle annealing produces a 
tightly bound lattice with round bundles of ~300-500 nm arranged across the surface. The ability of 
correction cycle annealing to produce a more regular lattice suggests that there is a high kinetic barrier 
to overcome relative to the original reports in Winfree and Seeman’s manuscript.148 This suggests that 
the 12 nt central beam is not an appropriate length for regular assembly: while the rotational 
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perturbation within a single tile is not sufficient to inhibit assembly of monomers, the accumulated 
rotational distortion as a result of dC:Ag+:dC bonds in the CC clamps prevents more than one of the 
sticky ends on each side of the tile from being used at the same time. In this manner, water bath 
assemblies are only able to produce loose networks of non-lattice webs. By contrast, the thermally-
cycled correction annealing produces far better lattices of proper shape, suggesting that the added 
coaxing allows bond displacement of Ag+ or a WC pair in the right places along the structure to allow 
tight coordination. In this way, two distinct yields are attained: bath anneals show good design fidelity in 
the monomeric range, but prevent long-range order. Correction cycle anneals allow long-range order, 
but likely cause displacement of ions or bonds within monomers to allow this growth. As a result, the 12 
nt tile is a reasonably successful first step, but requires length-based alterations before a lattice of high 
nanoscale and lattice-scale yield is attained. 
To account for differences in rotational period due to stiff dC:Ag+:dC bond contribution, an extra base 
pair is titrated into both duplexes between the crossover (see scheme in Figure 5.31). AFM of these 
structures demonstrates more tightly-packed pseudo-lattices (Figure 5.35), as well a smaller, well-
formed DAO AB lattices (Figure 5.36). In cases with pseudo-lattice formation, bundles of 2D lattices with 
some defects form the core of a cluster of DAO tiles radiating out with some (but insufficient) 
agreement to orientation (Figure 5.35D). These lattice nuclei (Figure 5.35E-F) represent a proto-lattice 
core with poorly-bound satellites, but contain well-formed DAO tiles with a clear growth axis inside a 
certain radius (< 500 nm). Within these pseudo-lattices, there continue to be spindle-like arrays of linear 
DAO, though at a higher density than in the 12 nt tiles (Figure 5.35 A,B vs. Figure 5.34B). By contrast, 
some imaging substrates contain higher yield lattices with good design fidelity: small tiles can be seen of 
the correct size and orientation that adjoin via sticky end to form micron-long sheets (Figure 5.36). 
Though these lattices appear to have a high yield, long-range order, and few defects, they remain thin 
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(2-4 tiles wide). The 13 nt DAO CCclamp tile is more successful than the 12 nt tile, but still may contain 






Figure 5.35: AFM micrographs of pseudo-lattice DAO-CCclamp-13nt tiles. A) When annealed with 
correction cycles, a mix of the two phenotypes attained in 5.34 is produced. Thin, one- and two-tile 
fibers connect groups of closely packed DAO tiles. B) A close-up of one spindle-like assembly shows lack 
of growth axis, but higher connectivity than in Figure 5.34A-C. C) When annealed in a water bath, a 
tightly-packed spindle assembly can be seen in which a growth axis may have been present in solution, 
but has torn on deposition. Lattice was at no point tightly packed. D) An extreme manifestation of the 
lattice-like assemblies in Figure 5.34 D, E and G, the tiles form a very-tightly knit, oriented structure with 
defects preventing fully woven lattices. The center of the image shows a lattice nucleus 500 nm tall, and 
the subsequently adjoined tiles are arranged tightly but not fully connected. E) A close-up image of a 
lattice nucleus is shown, with DAO tiles clearly visible (4x DAO tile scale inset, white). The image suffers 
from stretching due to cantilever feedback, but shows a well-knit lattice approximately 500 nm tall. F) 
PeakForce error (tip trace force with retrace subtracted) of the same lattice gives an extremely-clear 
view of the individual tiles (scale inset, white). Overall this lattice contains some defects, but is the 




Figure 5.36: AFM micrographs of successful DAO-CCclamp-13nt lattices. A) Lattices are apparent over 
long range, having fragmented during drying. Presence of a well-defined growth axis in all the lattices 
(brighter features) suggests that they were part of a single structure in solution. B) Closer analysis of the 
structures shows defect-free assemblies: the lattices are closely packed with no windows. Edges of the 
tiles are apparent on close inspection (4x DAO tiles inset to scale, white). C) Close image shows 2-4 tile 
wide lattices extending at least 500 nm. Individual tile nodes are ~12 nm in size, compared to a 
predicted 10.2 nm.  
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d. DAO-CCclamp + hairpin tile 
 
In keeping with original experiments by Winfree and Seeman148 that utilized a hairpin secondary 
structure to produce differential height profiles on lattices in AFM, here we perform a similar 
experiment on the CCclamp tile base, replacing the A2 tile with an AH design (Figure 5.37). Similar to the 
experimental results from the CCclamp tile, a single base pair was added to each duplex to form a 13 bp 
central arm between crossover clamps. All sequences were designed algorithmically, and can be seen in 
Table 5.18, along with their composite fitness score (Table 5.19). The structure is annealed in tandem 
with the DAO-CCclamp-B2-13 tile and mixed in a secondary reaction in an insulated water bath, cooling 
from 50 ⁰C over the course of 72 h. 
 
Figure 5.37: DAO-AH13 tile. Computational node numbers are indicated in black, directionality with 
arrows (solid for template strand, dotted for complement strand). Design differs from Figure 5.31 in the 
number of nucleobases in N24 and N5-N10-N15 (13 nt instead of 12 nt), the presence of a CC-clamp 
around the crossovers (N3/N4, N16/N17, N22/N23, N25/N26), and the secondary structure of nodes N6 
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through N14. General spacing and conserved regions derived from discussions with Seeman lab member 
Dr. Shah and the original report of DAO-H by the Seeman laboratory.148  
Table 5.18: DAO-CCclamp AH-13nt tile sequences (SE underline, CC bold) 
Sequence # Nucleotide sequence 
DAO-AH yellow 5'-CTCTAGTCTATCACCCTTCATGGTATG-3' 







DAO-AH red13 5'-CATGAACCACTATCTGTAACATTCACCCAAGTTCTAGTTGCTTGTTCTTTTGAACAA 
GCAGTACCTCATAGAC-3' 
DAO-AH blue13 5'-GACTTACCTCAATGTTACAGATACTCCCTACTCTAGATTGGATGTTCTTTTGAACAT 
CCACTTCCACAATGAG-3' 
 
Table 5.19: DAO-CCclamp AH-13nt tile modeling results    
Histogram bins 
for n-mers 
1-mers 2-mers 3-mers 4-mers 5-mers 6-mers 7-mers 8-mers 
Dimers 3719 1248 413 146 40 2   
Purine repeats 27 8 11 
  
   
Pyrimidine repeats 19 7 7 5 2 3 2 1 
AT repeats 24 22 14 2 
 
   
GC repeats 52 9 14 
  
   
Guanine repeats 22 2 
   




Experiments are carried out in two stages: DAO-B2-13nt tiles are annealed with 10x Ag+ per standard 
reaction (water bath anneal cooling 95 ⁰C over 72 h). DAP-AH-13nt tiles are annealed with and without 
both sticky ends and Ag+, allowing for assessment of Ag+ and AH tile dependence in lattice formation. AB 
pairs are mixed in subsequent reaction over 48 h. Results of the Ag+/SE experimental condition can be 






Figure 5.38: DAO-AH-13nt tile annealed with excess Ag+. AH-13 tiles and B2-13 tiles are annealed 
separately and mixed in secondary reaction to form lattices. A) Cohesive lattice formation seen across 
many microns. Two distinct lattices can be seen, one upper left and the other center right. Though 
perturbed upon deposition, these lattices can be seen to grow up to 4 μm in overall size and up to 900 
nm without grain disruption. B) Over a 10 μm scan, flat lattices can be seen clustered with few defects. 
Lattice sheets are approximately 1 μm in diameter. C) A close-up of B shows that these sheets are 
extremely flat and possess few defects. D) A smaller lattice sheet is imaged that has incurred more 
damage from deposition. Spectral period within the lattice is 11.9-12.6 nm, with a DAO tile size 
prediction of 12.5 nm. E) Single lattice sheet with defects shows an emergent hairpin grain of 25 nm 
(scale inset) across the nanostructure, with a predicted period of 25 nm. 
 
Figure 5.39: Control experiments for DAO-AH13 tile. B2-13 tile and various control AH-13 conditions are 
mixed in secondary reactions. A) Lattice annealed with B13-Ag+ and AH13 without Ag+ is able to 
coordinate sticky ends, but nanoscale features are scrambled with defects. Holes occur with 20-30 nm 
frequency, corresponding to a defect at the core of each AH13 tile unable to close the crossover region 
due to missing Ag+. B tiles are annealed with Ag+ and are able to coordinate some lattice development, 
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but grains are restricted to single tiles. B) By contrast, B13-Ag+ tiles annealed with AH-blunt tiles are able 
to coordinate some stacking of disparate monomers, but are unable to grow meaningful sheets. 
When annealed with both sticky ends and Ag+, cohesive lattice growth is observed up to 4 μm, with 
depositional defects creating ~1 μm grains (Figure 5.38A-C). The lattice observed in Figure 5.38A is in 
good agreement with literature images of hairpin lattices (see Winfree, 1998, Figure 4A).148 Close 
inspection of trace lines across these lattices shows a DAO tile period of 11.9 – 12.6 nm, a value in good 
agreement with the predicted 12.5 nm tile size (Figure 5.38D). Hairpin grains are not as dramatic as 
expected, but oriented hairpin features are observed in some lattices with a spacing of 25 nm, which 
corresponds to the predicted value (Figure 5.38E). Importantly, control experiments do not demonstrate 
the same features. When the AH-13 tile is deprived of Ag+, sticky ends are able to coordinate a 
disordered lattice with defects occurring every 20-30 nm, or at the site of each AH-13 tile. These tiles are 
unable to clamp around the critical crossover regions due to the lack of Ag+ during primary annealing, 
and are consequently left to open and close at random. The stabilizing effect of closed hairpins and 
leftover Ag+ in the B2-13 tile solution allows for these tiles to function as linkers, but cohesive, defect-
free lattices are not produced. By contrast, AH-13 tiles deprived of sticky ends do not form any lattices; 
rather these tiles coordinate with B2-13 tiles in short-range 1-2 tile stacks without a clear growth axis. 
This aggregation is expected with charged DNA tiles in the presence of excess stabilizing counterions 
(Ag+, Na+, and Mg2+), and the lack of cohesive growth orientation underscores that these interactions do 
not mimic lattice behavior. 
In sum, the DAO-AH13/B2-13 complex forms lattices at high yield: defects are minimal in sheets, with 
single grains extending to near-micron scale; while long-range order is observed across several 
micrometers. Future work could focus on attaining better resolution of the hairpin grain, but these 
lattices appear to be of much greater yield than other DAO-CC tiles described in this section. The 
increase in yield can likely be traced to the rotational flexibility afforded by AH-13 tiles containing two 
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hairpins with internal nicks. The introduction of these secondary features relaxes the overall strain on 
the lattice that may be imposed through C:Ag+:C binding; and the increase in yield here suggests that 
further titration of 1-2 nt into the central arms of the DAO-CC tiles could further improve yield in 
CCxover and CCclamp AB pairs. Overall, this tile design represents a strong basis for future silver(I) DNA 
nanotechnology: its formation is predicated upon Ag+ incorporation; rotational strain introduced by 
orthogonal binding chemistry is addressed through nucleotide titration and hairpin features; and it is the 
first nanostructure design with sequences fully developed by rationally-directed evolutionary search 
algorithms. 
e. Future work 
 
The DAO-CCxover tile was a first attempt to incorporate a non-helical C:Ag+:C into a DNA nanostructure. 
It was shown that the presence of these Ag+ binding sites did not disrupt the overall formation of the 
DAO species, both with and without Ag+: the perturbation to tile structure was insufficient to prevent 
assembly in the absence of Ag+ coordination (Figure 5.32F). The DAO-CCclamp tile, by contrast, required 
a titration of 1 nt into the central arm oligonucleotides to assemble lattice-like species, and even then 
the long range order was curtailed—likely due to rotational strain introduced by seven C:Ag+:C bonds in 
close proximity at each crossover site (Figure 5.35E, Figure 5.36A). The DAO-CC-H tile type was met with 
much higher yield—lattices grew without defect across many microns, and were, in fact, only able to do 
so in the presence of Ag+ and the correct sticky ends. As a direct conclusion, it may be surmised that the 
introduction of two hairpins into the upper duplex of the DAO-CCclamp-A13 tile allowed for strain 
relaxation and rotational correction across the nanostructure as a whole (Figure 5.38A). Indeed, 
structural analysis might conclude that the effective nicks produced by hairpin pinching were not 
completely closed, but rather remained open and flexible by an unknown number of base pairs (Figure 
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5.37). The start of each hairpin (Nodes N6, N11, Figure 5.37) includes, by design, two non-interacting 
nucleotides to promote this effect.  
Future work would build on the success of these designs. The next tile, DAO-AB3, would incorporate the 
‘gap1’ criterion from the bottom left of each tile (N22, N11, N12), through the nonhelical crossover 
(N19), and across the top middle and right of the tile (N4,N5,N6,N7,N8,N9,N23) (Figure 5.40). This 
design will harness the ability of the CC-crossover region to act as a non-helical continuation of ion 
stacking between duplexes. It is expected that if charge transport can be measured across this gap, this 
nanostructure could provide the basis for real nanoelectronic architectures. Work on the HJ fracture G4 
tile (Section 5.2.3.a) suggests that exchange of central node base pairs for stacked G4 could introduce 
switching behavior into electronically conducting lattices for the construction of molecular transistors.  
 
Figure 5.40: Design of a future DAO-AB3 tile pair with embedded Ag+ extending from bottom left, 
through the crossover bond, and into the top right of the structure (blue ionic regions inset). Lattices 
would have an ion connectivity diagonal to the growth direction.  
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5.5. Unsuccessful nanostructure assemblies 
 
Not all assemblies were successful. Here we illustrate the retired designs, important in their failure for 
informing what will and will not work in orthogonal chemistry structure design. 
5.5.1. SX flare tiles (HJ-wide) 
 
The flare or wide tile is a variation of the fractured Holliday Junction unit in which the horizonal arm 
consists of two helical turns to each side of the center, while the vertical beams consist of one helical 
twist (Figure 5.41). The purpose of this assembly was to use an early-generation genetic algorithm to 
devise non-interacting sequences to allow a ‘gap1’ C:Ag+:C pattern in the vertical line (Table 5.20). Had 
this structure been successfully assembled, it would have consisted of nanowire-like sequences on the 
vertical axis and insulating AT-rich DNA on the horizontal axis.  
 
Figure 5.41: Design of the (unsuccessful) SX wide Holliday junction tile. A) Designed as a flared cross, the 
only internal symmetry is rotational. B) Sticky ends connect the top to the bottom, and the left to the 
right, without a mirror-flip of the structure. C) The lattice is designed to assemble in uniform rectangles, 
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with the vertical axis enriched with dC:Ag+dC bonds. The lack of structural rigidity may have contributed 
to unsuccessful assembly. 
Table 5.20: HJ Wide Cross (12CC) tile sequences (SE underline, CC bold) 
Sequence # Nucleotide sequence 
HJW-1 5'-CAAAGAATCTTGACGAATTTACTTACAAATACACTACATAAC-3' 
HJW-2 5'-TCTCCGCTCACACCACGCCAC-3' 
HJW-3 5'- ACACTCCCCTCCAGTAAATTCGTCAAGATT-3' 
HJW-4 5'-CTTTGGTTATGTAGTGTATTTGTATCTCACCCC-3' 
 
The assembly of this structure was carried out in 100 μL MOPS (+)(+) 7.5 buffer (10 mM MOPS, 100 mM 
NaNO3, 12.5 mM MgSO4, pH 7.5) and silver ions were supplied via AgNO3 at a 2:1 Ag+:CC ratio for 12 
sequence mismatched. Reactions were carried out in a water bath, cooling from 95 ⁰C to RTP over 72 hr, 
with 0.2 nmol each DNA oligo. The structures attained had two phenotypes in the same way that the HJ 
fracture with linkers structure did, but the finger-like structures that indicated lattices in successful 
structures were rounder and possessed a multi-tiered shape with no discernable lattice morphology 
(Figure 5.42). Flat, round aggregates without a growth axis were present in higher concentration here 
than in successful species. The presence of the first, finger-like phenotype with long, directional features 
suggests that some ordered growth was able to occur, but no regular windows were attained. The 
structure could likely be corrected for rotation, rigidity and sequence promiscuity, but does not 




Figure 5.42: Results from the HJ wide cross tile. A) Expected lattice shape; B) two-phenotype assembly 
with flat, pancake-like aggregates and spindly, interconnected fingers. C) This type of assembly is 
repeated with a great deal of regularity over tens of microns. D) Scale bar for B-C. E) Fingerlike 
structures that indicated lattices in other nanostructure assemblies are rounded and lack defined 
windows, while F) Pancakes are shorter than 2 nm and do not have a discernible growth axis, but are 
roughly circular with a diameter of ~1 μm. G) The two phenotypes interact during deposition but are not 
grown together in solution. Their interaction seems steric and not driven by any apparent attractive 
force. H) Scale bar for E-G. 
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5.5.2. TJ-BW with CC Hairpin 
 
In keeping with the hairpins used in early DX tile experiments,148 a secondary structure was added to the 
T-junction brick wall lattice to allow for better resolution of nanoscale features. This experiment utilized 
the original TJ-BW tile sequences with the addition of a 16 bp, 7CC hairpin (Figure 5.43). This hairpin was 
designed using a search algorithm of all possible 16 bp duplexes with more than 40% C:Ag+:C bonds. This 
was carried out before the development of the evolutionary search algorithm described in Chapter 4. 
Sequences can be found in Table 5.21. Experiments were carried out in MOPS(+)(+)7 (10 mM MOPS, 100 
mM Na+, 12.5 mM Mg2+, pH 7.0) with and without 10x Ag+. Results of the negative controls can be seen 
in Figure 5.44, while Ag+ anneals can be seen in Figure 5.45. 
 
 
Figure 5.43: Design of the (unsuccessful) TJ-BW-H tile. Tile is based on sequences from the Hamada 
manuscript. Two intrastrand sticky end/ kissing loop pairs with WC chemistry (red, green) appear with 
literature-derived sequences. An orthogonal hairpin using optimal 16 bp sequences is designed by an 




Table 5.21: TJ-BW Hairpin (7CC) tile sequences (tetraloop italic, SE/KL underline, CC bold) 













Figure 5.44: AFM micrographs of TJ-BW-H tile annealed without Ag+. A) and B) show loose networks of 
pseudo-lattices no wider than 100 nm. C), D), E) and F) show in increasing detail a group of high 
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resolution (using HPP-SAA 1 nm tips, Bruker; Z-Range 1 μm, PeakForce Engage Setpoint 0.05 V) junctions 
of no more than three TJ-BW-H tiles wide at any point. Along the unpeturbed axis (no hairpin, Y axis in 
Figure 5.43) growth extends to ~500 nm. Images are resolved to visualize individual T-Junctions, and 
evidence of successful hairpin formation is absent, as necessitated by Ag+-negative controls. 
 
Figure 5.45: AFM micrographs of TJ-BW-H tiles with environmental Ag+ after secondary anneal and 
correction cycling. A) Lattices can be seen to grow many microns in overall size, but no more than 1 μm 
on a specific growth axis. B) Closer imaging reveals lattice-like nanostructures along with lattice 
fragments. C) Similar to Figure 5.44E, individual T-junctions can be seen. Here the windows have been 
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plugged by the hairpins with some change in overall height due to the size of the secondary structure. 
Like both lattice-fragments and lattice bundles in B, these structures exhibit nanoscale design fidelity but 
overall disorder with respect to the growth axis. D) Higher-density regions display more tightly-packed 
bundles of successful TJ-BW lattices, but again lack the long-range order expected in the tile design. 
The negative controls in Figure 5.44 demonstrate two key facts about the TJ-BW-H lattice: firstly, the 
individual tiles are able to join in the expected orientation; but secondly, the presence of a hairpin 
disrupts growth along at least one significant axis. Experimental conditions in Figure 5.45 show the same 
two characteristics: tiles are able to assemble correctly within grains of 10-20 nm; but the long-range 
order is disrupted by modifications made to the tile. Significantly, the presence of Ag+ and the 
subsequent folding of the hairpin reduce the overall lattice strain. Instead of disjointed bundles (see 
Figure 5.44D), lattices are able to assemble across many microns. The perturbation caused by the 
hairpins does introduce regular curtailing of grain boundaries, but the lattice continues to polymerize 
within a single network. Overall, design fidelity on the nanoscale is high, and long-range yield can be 
described as low. Simple modifications to the tile could correct these deficiencies: shortening of the 
hairpin to less than the tile size; addition of the hairpin 5-6 nt into one of the central strands to extrude 
it orthogonally, rather than 11 nt for in-plane folding; and use of an AB tile such as is used in the DAO 
structures in Section 5.4.3. Single BW window resolution in Figures 5.18-5.20 obviated the importance of 
a hairpin feature for lattice resolution. This tile remains, however, promising and able to be fixed. It is 
consequently a candidate for future development.  
5.5.3. TJ-Ladders 
 
Hamada and colleagues produce a one-dimensional ladder that is relatively easy to identify via AFM.182 
This ladder is produced by using brick wall tiles with different sticky end geometry. An intermediary 
experiment in this work was to modify the ladder design to incorporate a string of fifteen CC bonds into 
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the upper arm of the structure. The sticky ends in the modified design were flipped to be cross-strand 
rather than intra-strand specific, with the intention of isolating the C:Ag+:C string to one portion of the 
structure (Table 5.22). In doing so, the connectivity of the nanostructure itself was broken, allowing 
monomers but no ladders to form (Figure 5.46B). There was furthermore a C:Ag+:T bond in a sticky 
end—an untested component suggested by thermodynamic studies but not subjected to the annealing 
analysis seen in Chapter 2. Overall, there were too many modifications to the original structure in one 
design step, and the underlying problem was not isolated. Success with the brick wall and ring species 
(Section 5.3.2.b and Section 5.3.3.b) precluded further study on the ladder design and subsequent 
corrections to sequence, topology, or both. 
Table 5.22: TJ-Ladder (15CC) tile sequences (SE/KL underline, CC bold, CT*) 
Sequence # Nucleotide sequence 
TJ-L (+)182 5’-GTGTCGAGTAACACGAAGCCAACCTCTAAATCTCCACGACACTCAGCATCCGATTTG-3’ 
TJ-L (-)182 5’-TGCAGTCAAATCGGATGCTGATGGAGATTTAGAGGTACTGCATGGCTTCGTGTTACT-3’ 
TJ-L-CC (+) 5’-TCCCT*CTCTCCCCCCCCCTCAAAAATACGCAATGAACGAAAGCTGTAAATACTCAAA-3’ 







Figure 5.46: Results with the TJ-L tile. A) Ladders formed from the original sequences designed by Hamada 
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